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COMPOSITIONS COMPRISING A
POLYPEPTIDE HAVING CELLULOLYTIC
ENHANCING ACTIVITY AND A
HETEROCYCLIC COMPOUND AND USES
THEREOF

CROSS-REFERENCE TO RELATED
APPLICATIONS

This application is a 35 U.S.C. 371 national application of
PCT/US2011/046747 filed Aug. 5, 2011, which claims pri-
ority or the benefit under 35 U.S.C. 119 of U.S. Provisional
Application Ser. No. 61/373,124, filed Aug. 12, 2010, U.S.
Provisional Application Ser. No. 61/373,128, filed Aug. 12,
2010, U.S. Provisional Application Ser. No. 61/373,145, filed
Aug. 12,2010, U.S. Provisional Application Ser. No. 61/373,
150, filed Aug. 12, 2010, U.S. Provisional Application Ser.
No. 61/373,157, filed Aug. 12,2010, U.S. Provisional Appli-
cation Ser. No. 61/373,166, filed Aug. 12, 2010, U.S. Provi-
sional Application Ser. No. 61/373,170, filed Aug. 12, 2010,
and U.S. Provisional Application Ser. No. 61/373,210, filed
Aug. 12, 2010, the contents of which are fully incorporated
herein by reference.

STATEMENT AS TO RIGHTS TO INVENTIONS
MADE UNDER FEDERALLY SPONSORED
RESEARCH AND DEVELOPMENT

This invention was made with Government support under
Cooperative Agreement DE-FC36-08G0O18080 awarded by
the Department of Energy. The government has certain rights
in this invention.

REFERENCE TO A SEQUENCE LISTING

This application contains a Sequence Listing in computer
readable form. The computer readable form is incorporated
herein by reference.

BACKGROUND OF THE INVENTION

1. Field of the Invention

The present invention relates to compositions comprising a
polypeptide having cellulolytic enhancing activity and a het-
erocyclic compound, and to methods of using the composi-
tions.

2. Description of the Related Art

Cellulose is a polymer of the simple sugar glucose
covalently linked by beta-1,4-bonds. Many microorganisms
produce enzymes that hydrolyze beta-linked glucans. These
enzymes include endoglucanases, cellobiohydrolases, and
beta-glucosidases. Endoglucanases digest the cellulose poly-
mer at random locations, opening it to attack by cellobiohy-
drolases. Cellobiohydrolases sequentially release molecules
of cellobiose from the ends of the cellulose polymer. Cello-
biose is a water-soluble beta-1,4-linked dimer of glucose.
Beta-glucosidases hydrolyze cellobiose to glucose.

The conversion of lignocellulosic feedstocks into ethanol
has the advantages of the ready availability of large amounts
of feedstock, the desirability of avoiding burning or land
filling the materials, and the cleanliness of the ethanol fuel.
Wood, agricultural residues, herbaceous crops, and munici-
pal solid wastes have been considered as feedstocks for etha-
nol production. These materials primarily consist of cellu-
lose, hemicellulose, and lignin. Once the lignocellulose is
converted to fermentable sugars, e.g., glucose, the ferment-
able sugars are easily fermented by yeast into ethanol.
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WO 2005/074647, WO 2008/148131, WO 2011/035027
disclose isolated GH61 polypeptides having cellulolytic
enhancing activity and the polynucleotides thereof from
Thielavia terrestris. WO 2005/074656 and WO 2010/065830
disclose isolated GH61 polypeptides having cellulolytic
enhancing activity and the polynucleotides thereof from
Thermoascus aurantiacus. WO 2007/089290 discloses an
isolated GH61 polypeptide having cellulolytic enhancing
activity and the polynucleotide thereof from 7Trichoderma
reesei. WO 2009/085935, WO 2009/085859, WO 2009/
085864, and WO 2009/085868 disclose isolated GH61
polypeptides having cellulolytic enhancing activity and the
polynucleotides thereof from Myceliophthora thermophila.
WO 2010/138754 discloses isolated GH61 polypeptides hav-
ing cellulolytic enhancing activity and the polynucleotides
thereof from Aspergillus fumigatus. WO 2011/005867 dis-
closes isolated GH61 polypeptides having cellulolytic
enhancing activity and the polynucleotides thereof from Peni-
cillium pinophilum. WO 2011/039319 discloses isolated
GHG61 polypeptides having cellulolytic enhancing activity
and the polynucleotides thereof from Thermoascus sp. WO
2011/041397 discloses isolated GH61 polypeptides having
cellulolytic enhancing activity and the polynucleotides
thereof from Penicillium sp. WO 2011/041504 discloses iso-
lated GH61 polypeptides having cellulolytic enhancing activ-
ity and the polynucleotides thereof from Thermoascus crus-
taceous. WO 2008/151043 discloses methods of increasing
the activity of a GH61 polypeptide having cellulolytic
enhancing activity by adding a soluble activating divalent
metal cation to a composition comprising the polypeptide.

Itwould be advantageous in the art to improve the ability of
polypeptides having cellulolytic enhancing activity to
enhance enzymatic hydrolysis of lignocellulosic feedstocks.

The present invention relates to compositions comprising a
polypeptide having cellulolytic enhancing activity and a het-
erocyclic compound, and to methods of using the composi-
tions.

SUMMARY OF THE INVENTION

The present invention relates to compositions comprising:
(a) a polypeptide having cellulolytic enhancing activity; and
(b) a heterocyclic compound, wherein the combination of the
polypeptide having cellulolytic enhancing activity and the
heterocyclic compound enhances hydrolysis of a cellulosic
material by a cellulolytic enzyme.

The present invention also relates to methods for degrading
or converting a cellulosic material, comprising: treating the
cellulosic material with an enzyme composition in the pres-
ence of a polypeptide having cellulolytic enhancing activity
and a heterocyclic compound, wherein the combination of the
polypeptide having cellulolytic enhancing activity and the
heterocyclic compound enhances hydrolysis of the cellulosic
material by the enzyme composition.

The present invention also relates to methods for producing
a fermentation product, comprising:

(a) saccharifying a cellulosic material with an enzyme
composition in the presence of a polypeptide having cellu-
lolytic enhancing activity and a heterocyclic compound,
wherein the combination of the polypeptide having cellu-
lolytic enhancing activity and the heterocyclic compound
enhances hydrolysis of the cellulosic material by the enzyme
composition;

(b) fermenting the saccharified cellulosic material with one
ormore (e.g., several) fermenting microorganisms to produce
the fermentation product; and
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(c) recovering the fermentation product from the fermen-
tation.

The present invention also relates to methods of fermenting
a cellulosic material, comprising: fermenting the cellulosic
material with one or more (e.g., several) fermenting microor-
ganisms, wherein the cellulosic material is saccharified with
an enzyme composition in the presence of a polypeptide
having cellulolytic enhancing activity and a heterocyclic
compound, wherein the combination of the polypeptide hav-
ing cellulolytic enhancing activity and the heterocyclic com-
pound enhances hydrolysis of the cellulosic material by the
enzyme composition.

In one aspect, the heterocyclic compound is a compound
comprising an optionally substituted heterocycloalkyl or
optionally substituted heteroaryl moiety (e.g., an optionally
substituted 5-membered heterocycloalkyl or optionally sub-
stituted S-membered heteroaryl moiety).

In one aspect, the heterocyclic compound of is a compound
of formula (I) or (II):

@

or

an

wherein each bond indicated with a dashed line is single or
double;

R, R?, R?, R* and R® are independently hydrogen, halo-
gen, —0, —OH, —OR?®, —CN, —NO,, —N(R*)(R'?),
—C(O)R?*°, —C(O)OR®, —C(O)NHR’, —OC(O)R™,
—NHC(O)R'?, —OC(O)OR"?, —NHC(O)OR"™, —OC(O)
NHR'?, —NHC(O)NHR'?, —SO,R"7, —SO,NR'*)(R'®),
—SR?!, or an optionally substituted moiety selected from
alkyl, alkenyl, alkynyl, cycloalkyl, cycloalkyl-alkyl, hetero-
cycloalkyl, heterocycloalkyl-alkyl, aryl, aralkyl, heteroaryl,
and heteroaralkyl;

R6, R7, RS, RQ, RIO, Rll, R12, R13, R14, RIS, R16, RIS, ng,
R?°, and R?! are independently hydrogen, or an optionally
substituted moiety selected from alkyl, alkenyl, alkynyl,
cycloalkyl, cycloalkyl-alkyl, heterocycloalkyl, heterocy-
cloalkyl-alkyl, aryl, aralkyl, heteroaryl, and heteroaralkyl;
and

R'7 is an optionally substituted moiety selected from alkyl,
alkenyl, alkynyl, cycloalkyl, cycloalkyl-alkyl, heterocy-
cloalkyl, heterocycloalkyl-alkyl, aryl, aralkyl, heteroaryl, and
heteroaralkyl; and

wherein each pair of R' and R?, R? and R?, R® and R*, and
R* and R® may combine to form an optionally substituted
fused ring;

or a salt or solvate thereof.

BRIEF DESCRIPTION OF THE FIGURES

FIG. 1A (dehydroascorbic acid; [1,2-dihydroxyethyl]fu-
ran-2,3,4(5H)-trione), 1B (ascorbic acid; (1,2-dihydroxy-
ethyl)-3,4-dihydroxytfuran-2(SH)-one), 1C (2-hydroxyac-
etophenone), 1D (R-(+)-ribonic y-lactone), 1E (4-hydroxy-5-
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methyl-3-furanone), 1F (2-methyl-2-propen-1-0l), 1G
(4-hydroxycoumarin), 1H (dihydrobenzofuran), and 11 (5-
(hydroxymethyl)furfural) show (1) the effect of a heterocy-
clic compound on hydrolysis of AVICEL® by the Tricho-
derma reesei cellulase composition in the absence of a GH61
polypeptide (heterocyclic compound effect,,, Gus1y White
bars), (2) the effect of a heterocyclic compound on hydrolysis
of AVICEL® by the T reesei cellulase composition in the
presence of a GH61 polypeptide (heterocyclic compound
effect, ;r61y, grey bars), and (3) the effect of a GH61
polypeptide on hydrolysis of AVICEL® by the 7. reesei cel-
Iulase composition in the presence of a heterocyclic com-
pound (GH61 effect, black bars) for 1, 3, and 7 days.

FIG. 2A (dehydroascorbic acid; [1,2-dihydroxyethyl]fu-
ran-2,3,4(5H)-trione), 2B (ascorbic acid; (1,2-dihydroxy-
ethyl)-3,4-dihydroxyfuran-2(5H)-one), and 2C (2-hydroxy-
acetophenone) show (1) the effect of a heterocyclic
compound on hydrolysis of milled washed PCS by the T
reesei cellulase composition in the absence of a GH61
polypeptide (heterocyclic compound effect,,, ;zs;), White
bars), (2) the effect of a heterocyclic compound on hydrolysis
of milled washed PCS by the 7. reesei cellulase composition
in the presence of a GH61 polypeptide (heterocyclic com-
pound effect, gz, grey bars), and (3) the effect of a GH61
polypeptide on hydrolysis of milled washed PCS by the 7.
reesei cellulase composition in the presence of a heterocyclic
compound (GH61 effect, black bars) for 1, 3, and 7 days.

FIGS. 3A and 3B (dehydroascorbic acid; [1,2-dihydroxy-
ethyl|furan-2,3,4(SH)-trione), 3C and 3D (2-hydroxyac-
etophenone), and 3E and 3F (4-hydroxy-5-methyl-3-fura-
none) show (1) the effect of a heterocyclic compound on
hydrolysis of AVICEL® by the 7. reesei cellulase composi-
tion in the absence of a GH61 polypeptide (heterocyclic com-
pound effect,,,, 61y White bars), (2) the effect of a hetero-
cyclic compound on hydrolysis of AVICEL® by the 7. reesei
cellulase composition in the presence of a GH61 polypeptide
(heterocyclic compound effect , ), grey bars), and (3) the
effect of a GH61 polypeptide on hydrolysis of AVICEL® by
the 7. reesei cellulase composition in the presence of a het-
erocyclic compound (GH61 effect, black bars) for 1 and 3
days.

FIGS. 4A and 4B (dehydroascorbic acid; [1,2-dihydroxy-
ethyl|furan-2,3,4(5SH)-trione), and 4C and 4D (4-hydroxy-5-
methyl-3-furanone) show (1) the effect of a heterocyclic com-
pound on hydrolysis of milled washed PCS by the 7. reesei
cellulase composition in the absence of a GH61 polypeptide
(heterocyclic compound effect,,,, ;z61y, White bars), (2) the
effect of a heterocyclic compound on hydrolysis of milled
washed PCS by the 7. reesei cellulase composition in the
presence of a GH61 polypeptide (heterocyclic compound
effect, ;r61y, grey bars), and (3) the effect of a GH61
polypeptide on hydrolysis of milled washed PCS by the 7.
reesei cellulase composition in the presence of heterocyclic
compound (GH61 effect, black bars) for 1 and 3 days.

FIG. 5A (dehydroascorbic acid; [1,2-dihydroxyethyl]fu-
ran-2,3,4(5H)-trione), 5B (ascorbic acid; (1,2-dihydroxy-
ethyl)-3,4-dihydroxyfuran-2(5H)-one), and 5C (2-hydroxy-
acetophenone) show (1) the effect of a heterocyclic
compound on hydrolysis of milled unwashed PCS by the 7.
reesei cellulase composition in the absence of a GH61
polypeptide (heterocyclic compound effect,,, Gus1y White
bars), (2) the effect of a heterocyclic compound on hydrolysis
of milled unwashed PCS by the 7. reesei cellulase composi-
tion in the presence of a GH61 polypeptide (heterocyclic
compound effect , 1), grey bars), and (3) the effect of a
GHO61 polypeptide on hydrolysis of milled unwashed PCS by
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the 7. reesei cellulase composition in the presence of a het-
erocyclic compound (GH61 effect, black bars) for 1, 3, and 7
days.

FIG. 6A (Penicillium pinophilum GH61A polypeptide at
0.4 mg per g cellulose), 6B (Penicillium pinophilum GH61A
polypeptide at 2 mg per g cellulose), 6C (Aspergillus fumi-
gatus GH61B polypeptide at 0.4 mg per g cellulose), 6D
(Aspergillus fumigatus GH61B polypeptide at 2 mg per g
cellulose), 6F (Talaromyces stipitatus GH61A polypeptide at
0.4 mg per g cellulose), 6F (Talaromyces stipitatus GH61A
polypeptide at 2 mg per g cellulose), 6G (Trichoderma reesei
GHO61B polypeptide at 2 mg per g cellulose), 6H (Thielavia
terrestris GH61E polypeptide at 0.4 mg per g cellulose), and
61 (Thielavia terrestris GH61E polypeptide at 2 mg per g
cellulose), show (1) the effect of a heterocyclic compound on
hydrolysis of AVICEL® by a Trichoderma reesei cellulase
composition in the absence of a GH61 polypeptide (hetero-
cyclic compound effect,,, 61y, White bars), (2) the effect of
a heterocyclic compound on hydrolysis of AVICEL® by a T
reesei cellulase composition in the presence of a GH61
polypeptide (heterocyclic compound effect, ;z61y, grey
bars), and (3) the effect of a GH61 polypeptide on hydrolysis
of AVICEL® by a T reesei cellulase composition in the
presence of a heterocyclic compound (GH61 effect, black
bars) for 1, 3, and 7 days.

FIG. 7A (3-hydroxy-5-methylisoxazole), 7B (D-glucal),
7C (3-deoxyglucosone), and 7D (D-xylonic y-lactone) show
(1) the effect of a heterocyclic compound on hydrolysis of
AVICEL® by a Trichoderma reesei cellulase composition in
the absence of a GH61 polypeptide (heterocyclic compound
effect,,, cre1), White bars), (2) the effect of a heterocyclic
compound on hydrolysis of AVICEL® by a 7. reesei cellulase
composition in the presence of a GH61 polypeptide (hetero-
cyclic compound effect , ), grey bars), and (3) the effect
of'a GH61 polypeptide on hydrolysis of AVICEL® by a T
reesei cellulase composition in the presence of a heterocyclic
compound (GH61 effect, black bars) for 1, 3, and 7 days.

FIG. 8 shows (A) the fractional hydrolysis of AVICEL® by
the 7. reesei cellulase composition with various GH61
polypeptides as indicated, and combinations of compounds
as indicated; and (B) the GH61 effect for mixtures of com-
pounds at 1 mM and 3 mM concentration for various GH61
polypeptides as indicated. White bars: 3-days of hydrolysis;
black bars: 7-days of hydrolysis. DHA: dehydroascorbate;
pyro: pyrogallol; quer: quercitin hydrate; 2AP: 2-aminophe-
nol; naph: 2-hydroxy-1,4-naphthoquinone; morin: morin
hydrate; narin: naringenin; Theau: Thermoascus aurantiacus
GHO61A polypeptide; Aspfu: Aspergillus fumigatus GH61B
polypeptide and 15B show the fractional hydrolysis of
AVICEL® by the 7. reesei cellulase composition with various
GHO61 polypeptides as indicated, and combinations of com-
pounds.

DEFINITIONS

Acetylxylan esterase: The term “acetylxylan esterase”
means a carboxylesterase (EC 3.1.1.72) that catalyzes the
hydrolysis of acetyl groups from polymeric xylan, acetylated
xylose, acetylated glucose, alpha-napthyl acetate, and p-ni-
trophenyl acetate. For purposes of the present invention,
acetylxylan esterase activity is determined using 0.5 mM
p-nitrophenylacetate as substrate in 50 mM sodium acetate
pH 5.0 containing 0.01% TWEEN™ 20 (polyoxyethylene
sorbitan monolaurate). One unit of acetylxylan esterase is
defined as the amount of enzyme capable of releasing 1 umole
of p-nitrophenolate anion per minute at pH 5, 25° C.
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Alkyl: The term “alkyl,” by itself or as part of another
substituent, means, unless otherwise stated, a fully saturated
straight-chain (linear; unbranched) or branched chain, or
combination thereof, having the number of carbon atoms
specified, if designated (i.e., C,-C,, means one to ten car-
bons). Examples include, but are not limited to, groups such
as methyl, ethyl, n-propyl, isopropyl, n-butyl, t-butyl, isobu-
tyl, sec-butyl, homologs and isomers of, for example, n-pen-
tyl, n-hexyl, n-heptyl, n-octyl, and the like. If no size is
designated, the alkyl groups mentioned herein contain 1-20
carbon atoms, typically 1-10 carbon atoms, or 1-8 carbon
atoms, or 1-6 carbon atoms, or 1-4 carbon atoms. The term
“alkylene” is by itself or in combination with other terms,
represents a divalent radical derived from an alkyl, as exem-
plified, but not limited, by —CH,CH,CH,CH,—.

Alkenyl: The term “alkenyl” refers to unsaturated aliphatic
groups including straight-chain (linear; unbranched),
branched-chain groups, and combinations thereof, having the
number of carbon atoms specified, if designated, which con-
tain at least one double bond (—C—C—). All double bonds
may be independently either (E) or (Z) geometry, as well as
mixtures thereof. Examples of alkenyl groups include, but are
not limited to, —CH,—CH—CH—CH,; —CH—CH—
CH—CH, and —CH,—CH—CH—CH(CH,)—CH,—
CH;. If no size is designated, the alkenyl groups mentioned
herein contain 2-20 carbon atoms, typically 2-10 carbon
atoms, or 2-8 carbon atoms, or 2-6 carbon atoms, or 2-4
carbon atoms. The term “alkenylene” is by itself or in com-
bination with other terms, represents a divalent radical
derived from an alkenyl, as exemplified, but not limited, by
—CH,CHCHCH,—.

Alkynyl: The term “alkynyl” refers to unsaturated aliphatic
groups including straight-chain (linear; unbranched),
branched-chain groups, and combinations thereof, having the
number of carbon atoms specified, if designated, which con-
tain at least one carbon-carbon triple bond (—C=C—).
Examples of alkynyl groups include, but are not limited to,
—CH,—C=C—CH,; —C=C—C=CH and —CH,—
C=C—CH(CH;)—CH,—CHj;. If no size is designated, the
alkynyl groups mentioned herein contain 2-20 carbon atoms,
typically 2-10 carbon atoms, or 2-8 carbon atoms, or 2-6
carbon atoms, or 2-4 carbon atoms. The term “alkynylene” is
by itself or in combination with other terms, represents a
divalent radical derived from an alkynyl, as exemplified, but
not limited, by —CH,CCCH,—.

Allelic variant: The term “allelic variant” means any oftwo
or more alternative forms of a gene occupying the same
chromosomal locus. Allelic variation arises naturally through
mutation, and may result in polymorphism within popula-
tions. Gene mutations can be silent (no change in the encoded
polypeptide) or may encode polypeptides having altered
amino acid sequences. An allelic variant of a polypeptide is a
polypeptide encoded by an allelic variant of a gene.

Alpha-L-arabinofuranosidase: The term “alpha-L.-ara-
binofuranosidase” means an alpha-I.-arabinofuranoside ara-
binofuranohydrolase (EC 3.2.1.55) that catalyzes the
hydrolysis of terminal non-reducing alpha-L-arabinofurano-
side residues in alpha-I.-arabinosides. The enzyme acts on
alpha-L-arabinofuranosides, alpha-L-arabinans containing
(1,3)- and/or (1,5)-linkages, arabinoxylans, and arabinoga-
lactans. Alpha-L.-arabinofuranosidase is also known as ara-
binosidase, alpha-arabinosidase, alpha-L-arabinosidase,
alpha-arabinofuranosidase, polysaccharide alpha-L.-arabino-
furanosidase, alpha-L.-arabinofuranoside hydrolase, [.-arabi-
nosidase, or alpha-L-arabinanase. For purposes of the present
invention, alpha-L-arabinofuranosidase activity is deter-
mined using 5 mg of medium viscosity wheat arabinoxylan
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(Megazyme International Ireland, Ltd., Bray, Co. Wicklow,
Ireland) per ml of 100 mM sodium acetate pH 5 in a total
volume of 200 pl for 30 minutes at 40° C. followed by arabi-
nose analysis by AMINEX® HPX-87H column chromatog-
raphy (Bio-Rad Laboratories, Inc., Hercules, Calif., USA).

Alpha-glucuronidase: The term “alpha-glucuronidase”
means an alpha-D-glucosiduronate glucuronohydrolase (EC
3.2.1.139) that catalyzes the hydrolysis of an alpha-D-glucu-
ronoside to D-glucuronate and an alcohol. For purposes of the
present invention, alpha-glucuronidase activity is determined
according to de Vries, 1998, J. Bacteriol. 180: 243-249. One
unit of alpha-glucuronidase equals the amount of enzyme
capable of releasing 1 pmole of glucuronic or 4-O-methyl-
glucuronic acid per minute at pH 5, 40° C.

Aralkyl: The term “aralkyl” designates an alkyl-substituted
aryl group, where the alkyl portion is attached to the parent
structure. Examples are benzyl, phenethyl, and the like. “Het-
eroaralkyl” designates a heteroaryl moiety attached to the
parent structure via an alkyl residue. Examples include fura-
nylmethyl, pyridinylmethyl, pyrimidinylethyl, and the like.
Aralkyl and heteroaralkyl also include substituents in which
at least one carbon atom of the alkyl group is present in the
alkyl group and wherein another carbon of the alkyl group has
been replaced by, for example, an oxygen, nitrogen or sulfur
atom (e.g., phenoxymethyl, 2-pyridylmethoxy, 3-(1-naph-
thyloxy)propyl, and the like).

Aryl: The term “aryl” means, unless otherwise stated, a
polyunsaturated, aromatic, hydrocarbon substituent. Aryl
may contain additional fused rings (e.g., from 1 to 3 rings),
including additionally fused aryl, heteroaryl, cycloalkyl, and/
or heterocycloalkyl rings. Examples of aryl groups include,
but are not limited to, phenyl, 1-naphthyl, 2-naphthyl, and
4-biphenyl.

Arylene/heteroarylene: The term “arylene” and ‘het-
eroarylene” means a divalent radical derived from an aryl and
heteroaryl, respectively. Each of the two valencies of arylene
and heteroarylene may be located at any suitable portion of
the ring (e.g.,

: N/ ¢

and may be fused to another ring, as appropriate. Non-limit-
ing examples of arylene include phenylene, biphenylene,
naphthylene, and the like. Examples of heteroarylene groups
include, but are not limited to, pyridinylene, oxazolylene,
thioazolylene, pyrazolylene, pyranylene, and furanylene.
Beta-glucosidase: The term “beta-glucosidase” means a
beta-D-glucoside glucohydrolase (E.C. 3.2.1.21) that cata-
lyzes the hydrolysis of terminal non-reducing beta-D-glucose
residues with the release of beta-D-glucose. For purposes of
the present invention, beta-glucosidase activity is determined
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using p-nitrophenyl-beta-D-glucopyranoside as substrate
according to the procedure of Venturi et al., 2002, Extracel-
Iular beta-D-glucosidase from Chaetomium thermophilum
var. coprophilum: production, purification and some bio-
chemical properties, J. Basic Microbiol. 42: 55-66. One unit
of beta-glucosidase is defined as 1.0 umole of p-nitropheno-
late anion produced per minute at 25° C., pH 4.8 from 1 mM
p-nitrophenyl-beta-D-glucopyranoside as substrate in 50 mM
sodium citrate containing 0.01% TWEEN® 20.

Beta-xylosidase: The term “beta-xylosidase” means a
beta-D-xyloside xylohydrolase (E.C. 3.2.1.37) that catalyzes
the exo-hydrolysis of short beta (1-4)-xylooligosaccharides
to remove successive D-xylose residues from non-reducing
termini. For purposes of the present invention, one unit of
beta-xylosidase is defined as 1.0 umole of p-nitrophenolate
anion produced per minute at 40° C., pH 5 from 1 mM
p-nitrophenyl-beta-D-xyloside as substrate in 100 mM
sodium citrate containing 0.01% TWEEN® 20.

cDNA: The term “cDNA” means a DNA molecule that can
be prepared by reverse transcription from a mature, spliced,
mRNA molecule obtained from a eukaryotic cell. cDNA
lacks intron sequences that may be present in the correspond-
ing genomic DNA. The initial, primary RNA transcript is a
precursor to mRNA that is processed through a series of steps,
including splicing, before appearing as mature spliced
mRNA.

Cellobiohydrolase: The term “cellobiohydrolase” means a
1,4-beta-D-glucan cellobiohydrolase (E.C. 3.2.1.91) that
catalyzes the hydrolysis of 1,4-beta-D-glucosidic linkages in
cellulose, cellooligosaccharides, or any beta-1,4-linked glu-
cose containing polymer, releasing cellobiose from the reduc-
ing or non-reducing ends of the chain (Teed, 1997, Crystalline
cellulose degradation: New insight into the function of cello-
biohydrolases, Trends in Biotechnology 15: 160-167; Teeri et
al., 1998, Trichoderma reesei cellobiohydrolases: why so
efficient on crystalline cellulose?, Biochem. Soc. Trans. 26:
173-178). For purposes of the present invention, cellobiohy-
drolase activity is determined according to the procedures
described by Lever et al., 1972, Anal. Biochem. 47: 273-279;
van Tilbeurgh et al., 1982, FEBS Letters, 149: 152-156; van
Tilbeurgh and Claeyssens, 1985, FEBS Letters, 187: 283-
288; and Tomme et al., 1988, Eur. J. Biochem. 170: 575-581.
In the present invention, the Lever et al. method can be
employed to assess hydrolysis of cellulose in corn stover,
while the methods of van Tilbeurgh et al. and Tomme et al. can
be used to determine the cellobiohydrolase activity on a fluo-
rescent disaccharide derivative, 4-methylumbelliferyl-p-D-
lactoside.

Cellulolytic enhancing activity: The term “cellulolytic
enhancing activity” means a biological activity catalyzed by
a GH61 polypeptide that enhances the hydrolysis of a cellu-
losic material by enzyme having cellulolytic activity. For
purposes of the present invention, cellulolytic enhancing
activity is determined by measuring the increase in reducing
sugars or the increase of the total of cellobiose and glucose
from the hydrolysis of a cellulosic material by cellulolytic
enzyme under the following conditions: 1-50 mg of total
protein/g of cellulose in PCS, wherein total protein is com-
prised of 50-99.5% w/w cellulolytic enzyme protein and 0.5-
50% wiw protein of a GH61 polypeptide having cellulolytic
enhancing activity for 1-7 days at 50° C. compared to a
control hydrolysis with equal total protein loading without
cellulolytic enhancing activity (1-50 mg of cellulolytic pro-
tein/g of cellulose in PCS). In a preferred aspect, a mixture of
CELLUCLAST® 1.5 L (Novozymes NS, Bagsveerd, Den-
mark) in the presence of 2-3% of total protein weight
Aspergillus oryzae beta-glucosidase (recombinantly pro-



US 9,404,137 B2

9

duced in Aspergillus oryzae according to WO 02/095014) or
2-3% of total protein weight Aspergillus fumigatus beta-glu-
cosidase (recombinantly produced in Aspergillus oryzae as
described in WO 2002/095014) of cellulase protein loading is
used as the source of the cellulolytic activity.

The GH61 polypeptides having cellulolytic enhancing
activity enhance the hydrolysis of a cellulosic material cata-
lyzed by enzyme having cellulolytic activity by reducing the
amount of cellulolytic enzyme required to reach the same
degree of hydrolysis preferably at least 1.01-fold, more pref-
erably at least 1.05-fold, more preferably at least 1.10-fold,
more preferably at least 1.25-fold, more preferably at least
1.5-fold, more preferably at least 2-fold, more preferably at
least 3-fold, more preferably at least 4-fold, more preferably
atleast 5-fold, even more preferably at least 10-fold, and most
preferably at least 20-fold.

Cellulolytic enzyme or cellulase: The term “cellulolytic
enzyme” or “cellulase” means one or more (e.g., several)
enzymes that hydrolyze a cellulosic material. Such enzymes
include endoglucanase(s), cellobiohydrolase(s), beta-glu-
cosidase(s), or combinations thereof. The two basic
approaches for measuring cellulolytic activity include: (1)
measuring the total cellulolytic activity, and (2) measuring
the individual cellulolytic activities (endoglucanases, cello-
biohydrolases, and beta-glucosidases) as reviewed in Zhang
et al., Outlook for cellulase improvement: Screening and
selection strategies, 2006, Biotechnology Advances 24: 452-
481. Total cellulolytic activity is usually measured using
insoluble substrates, including Whatman No. 1 filter paper,
microcrystalline cellulose, bacterial cellulose, algal cellu-
lose, cotton, pretreated lignocellulose, etc. The most common
total cellulolytic activity assay is the filter paper assay using
Whatman Nol filter paper as the substrate. The assay was
established by the International Union of Pure and Applied
Chemistry (IUPAC) (Ghose, 1987, Measurement of cellulase
activities, Pure Appl. Chem. 59: 257-68).

For purposes of the present invention, cellulolytic enzyme
activity is determined by measuring the increase in hydrolysis
of a cellulosic material by cellulolytic enzyme(s) under the
following conditions: 1-20 mg of cellulolytic enzyme pro-
tein/g of cellulose in PCS for 3-7 days at 50° C. compared to
a control hydrolysis without addition of cellulolytic enzyme
protein. Typical conditions are 1 ml reactions, washed or
unwashed PCS, 5% insoluble solids, 50 mM sodium acetate
pH 5, 1 mM MnSO,, 50° C., 72 hours, sugar analysis by
AMINEX® HPX-87H column (Bio-Rad Laboratories, Inc.,
Hercules, Calif., USA).

Cellulosic material: The term “cellulosic material” means
any material containing cellulose. The predominant polysac-
charide in the primary cell wall of biomass is cellulose, the
second most abundant is hemicellulose, and the third is pec-
tin. The secondary cell wall, produced after the cell has
stopped growing, also contains polysaccharides and is
strengthened by polymeric lignin covalently cross-linked to
hemicellulose. Cellulose is a homopolymer of anhydrocello-
biose and thus a linear beta-(1-4)-D-glucan, while hemicel-
Iuloses include a variety of compounds, such as xylans, xylo-
glucans, arabinoxylans, and mannans in complex branched
structures with a spectrum of substituents. Although gener-
ally polymorphous, cellulose is found in plant tissue prima-
rily as an insoluble crystalline matrix of parallel glucan
chains. Hemicelluloses usually hydrogen bond to cellulose,
as well as to other hemicelluloses, which help stabilize the
cell wall matrix.

Cellulose is generally found, for example, in the stems,
leaves, hulls, husks, and cobs of plants or leaves, branches,
and wood of trees. The cellulosic material can be, but is not
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limited to, agricultural residue, herbaceous material (includ-
ing energy crops), municipal solid waste, pulp and paper mill
residue, waste paper, and wood (including forestry residue)
(see, for example, Wiselogel et al., 1995, in Handbook on
Bioethanol (Charles E. Wyman, editor), pp. 105-118, Taylor
& Francis, Washington D.C.; Wyman, 1994, Bioresource
Technology 50: 3-16; Lynd, 1990, Applied Biochemistry and
Biotechnology 24/25: 695-719; Mosier et al., 1999, Recent
Progress in Bioconversion of Lignocellulosics, in Advances
in Biochemical Engineering/Biotechnology, T. Scheper, man-
aging editor, Volume 65, pp. 23-40, Springer-Verlag, New
York). It is understood herein that the cellulose may be in the
form of lignocellulose, a plant cell wall material containing
lignin, cellulose, and hemicellulose in a mixed matrix. In a
preferred aspect, the cellulosic material is any biomass mate-
rial. In another preferred aspect, the cellulosic material is
lignocellulose, which comprises cellulose, hemicelluloses,
and lignin.

Inoneaspect, the cellulosic material is agricultural residue.
In another aspect, the cellulosic material is herbaceous mate-
rial (including energy crops). In another aspect, the cellulosic
material is municipal solid waste. In another aspect, the cel-
Iulosic material is pulp and paper mill residue. In another
aspect, the cellulosic material is waste paper. In another
aspect, the cellulosic material is wood (including forestry
residue).

In another aspect, the cellulosic material is arundo. In
another aspect, the cellulosic material is bagasse. In another
aspect, the cellulosic material is bamboo. In another aspect,
the cellulosic material is corn cob. In another aspect, the
cellulosic material is corn fiber. In another aspect, the cellu-
losic material is corn stover. In another aspect, the cellulosic
material is miscanthus. In another aspect, the cellulosic mate-
rial is orange peel. In another aspect, the cellulosic material is
rice straw. In another aspect, the cellulosic material is switch-
grass. In another aspect, the cellulosic material is wheat straw.

In another aspect, the cellulosic material is aspen. In
another aspect, the cellulosic material is eucalyptus. In
another aspect, the cellulosic material is fir. In another aspect,
the cellulosic material is pine. In another aspect, the cellulosic
material is poplar. In another aspect, the cellulosic material is
spruce. In another aspect, the cellulosic material is willow.

In another aspect, the cellulosic material is algal cellulose.
In another aspect, the cellulosic material is bacterial cellu-
lose. In another aspect, the cellulosic material is cotton linter.
In another aspect, the cellulosic material is filter paper. In
another aspect, the cellulosic material is microcrystalline cel-
Iulose. In another aspect, the cellulosic material is phospho-
ric-acid treated cellulose.

In another aspect, the cellulosic material is an aquatic
biomass. As used herein the term “aquatic biomass” means
biomass produced in an aquatic environment by a photosyn-
thesis process. The aquatic biomass can be algae, emergent
plants, floating-leaf plants, or submerged plants.

The cellulosic material may be used as is or may be sub-
jected to pretreatment, using conventional methods known in
the art, as described herein. In a preferred aspect, the cellu-
losic material is pretreated.

Coding sequence: The term “coding sequence” means a
polynucleotide, which directly specifies the amino acid
sequence of a polypeptide. The boundaries of the coding
sequence are generally determined by an open reading frame,
which usually begins with the ATG start codon or alternative
start codons such as GTG and TTG and ends with a stop
codon such as TAA, TAG, and TGA. The coding sequence
may be a DNA, cDNA, synthetic, or recombinant polynucle-
otide.
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Control sequences: The term “control sequences” means
all components necessary for the expression of a polynucle-
otide encoding a polypeptide. Each control sequence may be
native or foreign to the polynucleotide encoding the polypep-
tide or native or foreign to each other. Such control sequences
include, but are not limited to, a leader, polyadenylation
sequence, propeptide sequence, promoter, signal peptide
sequence, and transcription terminator. At a minimum, the
control sequences include a promoter, and transcriptional and
translational stop signals. The control sequences may be pro-
vided with linkers for the purpose of introducing specific
restriction sites facilitating ligation of the control sequences
with the coding region of the polynucleotide encoding a
polypeptide.

Cycloalkyl: The term “cycloalkyl” by itself or in combina-
tion with other terms, represents, unless otherwise stated, a
saturated or unsaturated cyclic non-aromatic hydrocarbon
radical (e.g., cyclic versions of alkyl, alkenyl, or alkynyl, or
mixtures thereof). Cycloalkyl may contain additional fused
rings (e.g., from 1 to 3 rings), including additionally fused
cycloalkyl and/or heterocycloalkyl rings, but excludes addi-
tionally fused aryl and/or heteroaryl groups. Examples of
cycloalkyl include, but are not limited to, cyclopropyl,
cyclobutyl, cyclopentyl, cyclohexyl, 1-cyclohexenyl, 3-cy-
clohexenyl, cycloheptyl, norbornyl, and the like. If no size is
designated, the alkynyl groups mentioned herein contain 3-9
carbon atoms, typically 3-7 carbon atoms. The term
“cycloalkylene” by itself or as part of another substituent
means a divalent radical derived from a cycloalkyl, as exem-
plified, but not limited, by -cyclohexyl-.

Cycloalkyl-alkyl/heterocycloalkyl-alkyl: ~ The terms
“cycloalkyl-alkyl” and “heterocycloalkyl-alkyl” designate an
alkylsubstituted cycloalkyl group and alkyl-substituted het-
erocycloalkyl, respectively, where the alkyl moiety is
attached to the parent structure. Non-limiting examples
include cyclopropylethyl, cyclobutyl-propyl, cyclopentyl-
hexyl, cyclohexyl-isopropyl, 1-cyclohexenyl-propyl, 3-cy-
clohexenyl-t-butyl, cycloheptyl-heptyl, norbornyl-methyl,
1-piperidinyl-ethyl, 4-morpholinyl-propyl, 3-morpholinyl-t-
butyl, tetrahydrofuran-2-yl-hexyl, tetrahydrofuran-3-yliso-
propyl, and the like. Cycloalkyl-alkyl and heterocycloalkyl-
alkyl also include substituents in which at least one carbon
atom is present in the alkyl group and wherein another carbon
atom of the alkyl group has been replaced by, for example, an
oxygen, nitrogen or sulfur atom (e.g., cyclopropoxymethyl,
2-piperidinyloxy-t-butyl, and the like).

Endoglucanase: The term “endoglucanase” means an
endo-1,4-(1,3;1,4)-beta-D-glucan 4-glucanohydrolase (E.C.
3.2.1.4), which catalyzes endohydrolysis of 1,4-beta-D-gly-
cosidic linkages in cellulose, cellulose derivatives (such as
carboxymethyl cellulose and hydroxyethyl cellulose), liche-
nin, beta-1,4 bonds in mixed beta-1,3 glucans such as cereal
beta-D-glucans or xyloglucans, and other plant material con-
taining cellulosic components. Endoglucanase activity can be
determined by measuring reduction in substrate viscosity or
increase in reducing ends determined by a reducing sugar
assay (Zhang et al., 2006, Biotechnology Advances 24: 452-
481). For purposes of the present invention, endoglucanase
activity is determined using carboxymethyl cellulose (CMC)
as substrate according to the procedure of Ghose, 1987, Pure
and Appl. Chem. 59: 257-268, at pH 5, 40° C.

Expression: The term “expression” includes any step
involved in the production of the polypeptide including, but
not limited to, transcription, post-transcriptional modifica-
tion, translation, post-translational modification, and secre-
tion.
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Expression vector: The term “expression vector” means a
linear or circular DNA molecule that comprises a polynucle-
otide encoding a polypeptide and is operably linked to addi-
tional nucleotides that provide for its expression.

Family 61 glycoside hydrolase: The term “Family 61 gly-
coside hydrolase” or “Family GH61” or “GH61” means a
polypeptide falling into the glycoside hydrolase Family 61
according to Henrissat B., 1991, A classification of glycosyl
hydrolases based on amino-acid sequence similarities, Bio-
chem. J. 280: 309-316, and Henrissat B., and Bairoch A.,
1996, Updating the sequence-based classification of glycosyl
hydrolases, Biochem. J. 316: 695-696. The enzymes in this
family were originally classified as a glycoside hydrolase
family based on measurement of very weak endo-1,4-beta-
D-glucanase activity in one family member. The structure and
mode of action of these enzymes are non-canonical and they
cannot be considered as bona fide glycosidases. However,
they are kept in the CAZy classification on the basis of their
capacity to enhance the breakdown of lignocellulose when
used in conjunction with a cellulase or a mixture of cellulases.

Feruloyl esterase: The term “feruloyl esterase” means a
4-hydroxy-3-methoxycinnamoyl-sugar  hydrolase  (EC
3.1.1.73) that catalyzes the hydrolysis of 4-hydroxy-3-meth-
oxycinnamoyl (feruloyl) groups from esterified sugar, which
is usually arabinose in “natural” substrates, to produce feru-
late (4-hydroxy-3-methoxycinnamate). Feruloyl esterase is
also known as ferulic acid esterase, hydroxycinnamoyl
esterase, FAE-III, cinnamoyl ester hydrolase, FAEA, cin-
nAE, FAE-I, or FAE-II. For purposes of the present invention,
feruloyl esterase activity is determined using 0.5 mM p-ni-
trophenylferulate as substrate in 50 mM sodium acetate pH
5.0. One unit of feruloyl esterase equals the amount of
enzyme capable of releasing 1 pmole of p-nitrophenolate
anion per minute at pH 5, 25° C.

Halogen: The terms “halo” or “halogen,” by themselves or
as part of another substituent, mean, unless otherwise stated,
a fluorine, chlorine, bromine, or iodine atom.

Hemicellulolytic enzyme or hemicellulase: The term
“hemicellulolytic enzyme” or “hemicellulase” means one or
more (e.g., several) enzymes that hydrolyze a hemicellulosic
material. See, for example, Shallom, D. and Shoham, Y.
Microbial hemicellulases. Current Opinion In Microbiology,
2003, 6(3): 219-228). Hemicellulases are key components in
the degradation of plant biomass. Examples of hemicellulases
include, but are not limited to, an acetylmannan esterase, an
acetylxylan esterase, an arabinanase, an arabinofuranosidase,
a coumaric acid esterase, a feruloyl esterase, a galactosidase,
a glucuronidase, a glucuronoyl esterase, a mannanase, a man-
nosidase, axylanase, and a xylosidase. The substrates of these
enzymes, the hemicelluloses, are a heterogeneous group of
branched and linear polysaccharides that are bound via
hydrogen bonds to the cellulose microfibrils in the plant cell
wall, crosslinking them into a robust network. Hemicellulo-
ses are also covalently attached to lignin, forming together
with cellulose a highly complex structure. The variable struc-
ture and organization of hemicelluloses require the concerted
action of many enzymes for its complete degradation. The
catalytic modules of hemicellulases are either glycoside
hydrolases (GHs) that hydrolyze glycosidic bonds, or carbo-
hydrate esterases (CEs), which hydrolyze ester linkages of
acetate or ferulic acid side groups. These catalytic modules,
based on homology of their primary sequence, can be
assigned into GH and CE families marked by numbers. Some
families, with an overall similar fold, can be further grouped
into clans, marked alphabetically (e.g., GH-A). A most infor-
mative and updated classification of these and other carbohy-
drate active enzymes is available in the Carbohydrate-Active
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Enzymes (CAZy) database. Hemicellulolytic enzyme activi-
ties can be measured according to Ghose and Bisaria, 1987,
Pure & Appl. Chem. 59: 1739-1752.

Heteroaryl: The term “heteroaryl” refers to aryl groups (or
rings) that contain from one to four annular heteroatoms
selected from N, O, and S, wherein the nitrogen and sulfur
atoms are optionally oxidized, and the nitrogen atom(s) are
optionally quaternized. A heteroaryl group can be attached to
the remainder of the molecule at an annular carbon or annular
heteroatom. Heteroaryl may contain additional fused rings
(e.g., from 1 to 3 rings), including additionally fused aryl,
heteroaryl, cycloalkyl, and/or heterocycloalkyl rings. Non-
limiting examples of heteroaryl groups are 1-pyrrolyl, 2-pyr-
rolyl, 3-pyrrolyl, 3-pyrazolyl, 2-imidazolyl, 4-imidazolyl,
pyrazinyl, 2-oxazolyl, 4-oxazolyl, 2-phenyl-4-oxazolyl,
5-oxazolyl, 3-isoxazolyl, 4-isoxazolyl, 5-isoxazolyl, 2-thia-
zolyl, 4-thiazolyl, 5-thiazolyl, 2-furyl, 3-furyl, 2-thienyl,
3-thienyl, 2-pyridyl, 3-pyridyl, 4-pyridyl, 2-pyrimidyl, 4-py-
rimidyl, 5-benzothiazolyl, purinyl, 2-benzimidazolyl, 5-in-
dolyl, 1-isoquinolyl, 5-isoquinolyl, 2-quinoxalinyl, 5-qui-
noxalinyl, 3-quinolyl, and 6-quinolyl.

Heterocycloalkyl: The term “heterocycloalkyl,” by itselfor
in combination with other terms, represents a saturated or
unsaturated cyclic non-aromatic hydrocarbon radical con-
taining of at least one carbon atom and at least one annular
heteroatom selected from the group consisting of O, N, P, Si
and S, and wherein the nitrogen and sulfur atoms may option-
ally be oxidized and the nitrogen heteroatom may optionally
be quaternized. The heteroatom(s) O, N, P, S and Si may be
placed at any interior position of the heterocycloalkyl group
or at the position at which the heterocycloalkyl group is
attached to the remainder of the molecule. Heterocycloalkyl
may contain additional fused rings (e.g., from 1 to 3 rings),
including additionally fused cycloalkyl and/or heterocy-
cloalkyl rings, but excludes additionally fused aryl and/or
heteroaryl groups. Examples of heterocycloalkyl include, but
are not limited to, thiazolidinonyl, 1-(1,2,5,6-tetrahydropy-
ridyl), 1-piperidinyl, 2-piperidinyl, 3-piperidinyl, 4-mor-
pholinyl, 3-morpholinyl, tetrahydrofuran-2-yl, tetrahydrofu-
ran-3-yl, tetrahydrothien-2-yl, tetrahydrothien-3-yl,
1-piperazinyl, 2-piperazinyl, and the like. The term “hetero-
cycloalkylene” by itself or as part of another substituent
means a divalent radical derived from a heterocycloalkyl, as
exemplified, but not limited, by

NH.

Host cell: The term “host cell” means any cell type that is
susceptible to transformation, transfection, transduction, and
the like with a nucleic acid construct or expression vector
comprising a polynucleotide of the present invention. The
term “host cell” encompasses any progeny of a parent cell that
is not identical to the parent cell due to mutations that occur
during replication.

Isolated or Purified: The term “isolated” or “purified”
means a polypeptide or polynucleotide that is removed from
at least one component with which it is naturally associated.
For example, a polypeptide may be at least 1% pure, e.g., at
least 5% pure, at least 10% pure, at least 20% pure, at least
40% pure, at least 60% pure, at least 80% pure, at least 90%
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pure, or at least 95% pure, as determined by SDS-PAGE, and
a polynucleotide may be at least 1% pure, e.g., at least 5%
pure, at least 10% pure, at least 20% pure, at least 40% pure,
at least 60% pure, at least 80% pure, at least 90% pure, or at
least 95% pure, as determined by agarose electrophoresis.

Mature polypeptide: The term “mature polypeptide”
means a polypeptide in its final form following translation
and any post-translational modifications, such as N-terminal
processing, C-terminal truncation, glycosylation, phosphory-
lation, etc. It is known in the art that a host cell may produce
a mixture of two of more different mature polypeptides (i.e.,
with a different C-terminal and/or N-terminal amino acid)
expressed by the same polynucleotide. The mature polypep-
tide can be predicted using the SignalP program (Nielsen et
al., 1997, Protein Engineering 10:1-6).

Mature polypeptide coding sequence: The term “mature
polypeptide coding sequence” is defined herein as a nucle-
otide sequence that encodes a mature polypeptide having
biological activity. The mature polypeptide coding sequence
can be predicted using the SignalP program (Nielsen et al.,
1997, supra).

Nucleic acid construct: The term “nucleic acid construct”
means a nucleic acid molecule, either single- or double-
stranded, which is isolated from a naturally occurring gene or
is modified to contain segments of nucleic acids in a manner
that would not otherwise exist in nature or which is synthetic.
The term nucleic acid construct is synonymous with the term
“expression cassette” when the nucleic acid construct con-
tains the control sequences required for expression of a cod-
ing sequence of the present invention.

Operably linked: The term “operably linked” means a con-
figuration in which a control sequence is placed at an appro-
priate position relative to the coding sequence of a polynucle-
otide such that the control sequence directs the expression of
the coding sequence.

Polypeptide fragment: The term “fragment” means a
polypeptide having one or more (e.g., several) amino acids
deleted from the amino and/or carboxyl terminus of a mature
polypeptide; wherein the fragment has biological activity.

Pretreated corn stover: The term “PCS” or “Pretreated
Corn Stover” means a cellulosic material derived from corn
stover by treatment with heat and dilute sulfuric acid, alkaline
pretreatment, or neutral pretreatment.

Sequence Identity: The relatedness between two amino
acid sequences or between two nucleotide sequences is
described by the parameter “sequence identity”.

For purposes of the present invention, the degree of
sequence identity between two amino acid sequences is deter-
mined using the Needleman-Wunsch algorithm (Needleman
and Wunsch, 1970, J. Mo!. Biol. 48: 443-453) as implemented
in the Needle program of the EMBOSS package (EMBOSS:
The European Molecular Biology Open Software Suite, Rice
et al.,, 2000, Trends Genet. 16: 276-277), preferably version
3.0.0, 5.0.0, or later. The optional parameters used are gap
open penalty of 10, gap extension penalty of 0.5, and the
EBLOSUMO62 (EMBOSS version of BLOSUMG62) substitu-
tion matrix. The output of Needle labeled “longest identity”
(obtained using the -nobrief option) is used as the percent
identity and is calculated as follows:

(Identical Residuesx100)/(Length of Alignment—Total
Number of Gaps in Alignment)

For purposes of the present invention, the degree of
sequence identity between two deoxyribonucleotide
sequences is determined using the Needleman- Wunsch algo-
rithm (Needleman and Wunsch, 1970, supra) as implemented
in the Needle program of the EMBOSS package (EMBOSS:
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The European Molecular Biology Open Software Suite, Rice
et al., 2000, supra), preferably version 3.0.0 or later. The
optional parameters used are gap open penalty of 10, gap
extension penalty of 0.5, and the EDNAFULL (EMBOSS
version of NCBI NUC4.4) substitution matrix. The output of
Needle labeled “longest identity” (obtained using the -nobrief
option) is used as the percent identity and is calculated as
follows:

(Identical Deoxyribonucleotidesx100)/(Length of
Alignment-Total Number of Gaps in Alignment)

Subsequence: The term “subsequence” means a polynucle-
otide having one or more (e.g., several) nucleotides deleted
from the 5' and/or 3' end of a mature polypeptide coding
sequence; wherein the subsequence encodes a fragment hav-
ing biological activity.

Substituted: The term “substituted” refers to the replace-
ment of one or more (e.g., several) hydrogen atoms of a
moiety with a monovalent or divalent radical. “Optionally
substituted” indicates that the moiety may be substituted or
unsubstituted. A moiety lacking the terms “optionally substi-
tuted” and “substituted” is intended an unsubstituted moiety
(e.g., “phenyl” is intended an unsubstituted phenyl unless
indicated as a substituted phenyl or an optionally substituted
phenyl). Suitable substituent groups for indicated optionally
substituted moieties include, for example, hydroxyl, nitro,
amino (e.g., —NH, or dialkyl amino), imino, cyano, halo
(such as F, Cl, Br, I), halo alkyl (such as —CCl; or —CF;),
thio, sulfonyl, thioamido, amidino, imidino, oxo, oxamidino,
methoxamidino, imidino, guanidino, sulfonamido, carboxyl,
formyl, alkyl, alkoxy, alkoxy-alkyl, alkylcarbonyl, alkylcar-
bonyloxy (—OCOR), aminocarbonyl, arylcarbonyl, aralkyl-
carbonyl, carbonylamino, heteroarylcarbonyl, heteroaralkyl-
carbonyl, alkylthio, amino alkyl, cyanoalkyl, carbamoyl
(—NHCOOR— or —OCONHR—), wurea (—NH-
CONHR-—), aryl and the like, where R is any suitable group,
e.g., alkyl or alkylene. In some embodiments, the optionally
substituted moiety is optionally substituted only with select
radicals, as described. In some embodiments, the above
groups (e.g., alkyl groups) are optionally substituted with, for
example, alkyl (e.g., methyl or ethyl), halo alkyl (e.g.,
—CCl,;, —CH,CHCI; or —CF;), cycloalkyl (e.g., —C;Hs,,
—C,H,, —CH,), amino (e.g., —NH, or dialkyl amino),
alkoxy (e.g., methoxy), heterocycloalkyl (e.g., as morpho-
line, piperazine, piperidine, azetidine), hydroxyl, and/or het-
eroaryl (e.g., oxazolyl). Other suitable substituent groups for
indicated optionally substituted moieties are described
herein. In some embodiments, a substituent group is itself
optionally substituted. In some embodiments, a substituent
group is not itself substituted. The group substituted onto the
substitution group can be, for example, carboxyl, halo, nitro,
amino, cyano, hydroxyl, alkyl, alkenyl, alkynyl, alkoxy, ami-

nocarbonyl, —SR, thioamido, —SO;H, —SO,R or
cycloalkyl, where R is any suitable group, e.g., a hydrogen or
alkyl.

When the substituted substituent includes a straight chain
group, the substituent can occur either within the chain (e.g.,
2-hydroxypropyl, 2-aminobutyl, and the like) or at the chain
terminus (e.g., 2-hydroxyethyl, 3-cyanopropyl, and the like).
Substituted substituents can be straight chain, branched or
cyclic arrangements of covalently bonded carbon or heteroa-
toms (N, O or S).

Variant: The term “variant” means a polypeptide having
cellulolytic enhancing activity comprising an alteration, i.e.,
a substitution, insertion, and/or deletion of one or more (e.g.,
several) amino acid residues at one or more (e.g., several)
positions. A substitution means a replacement of an amino
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acid occupying a position with a different amino acid; a
deletion means removal of an amino acid occupying a posi-
tion; and an insertion means adding one or more (e.g., several)
amino acids, e.g., 1-5 amino acids, adjacent to an amino acid
occupying a position.

Xylan-containing material: The term “xylan-containing
material” means any material comprising a plant cell wall
polysaccharide containing a backbone of beta-(1-4)-linked
xylose residues. Xylans of terrestrial plants are heteropoly-
mers possessing a beta-(1-4)-D-xylopyranose backbone,
which is branched by short carbohydrate chains. They com-
prise D-glucuronic acid or its 4-O-methyl ether, L-arabinose,
and/or various oligosaccharides, composed of D-xylose,
L-arabinose, D- or L-galactose, and D-glucose. Xylan-type
polysaccharides can be divided into homoxylans and het-
eroxylans, which include glucuronoxylans, (arabino)glucu-
ronoxylans, (glucurono)arabinoxylans, arabinoxylans, and
complex heteroxylans. See, for example, Ebringerova et al.,
2005, Adv. Polym. Sci. 186: 1-67.

In the methods of the present invention, any material con-
taining xylan may be used. In a preferred aspect, the xylan-
containing material is lignocellulose.

Xylan degrading activity or xylanolytic activity: The term
“xylan degrading activity” or “xylanolytic activity” means a
biological activity that hydrolyzes xylan-containing material.
The two basic approaches for measuring xylanolytic activity
include: (1) measuring the total xylanolytic activity, and (2)
measuring the individual xylanolytic activities (e.g., endoxy-
lanases, beta-xylosidases, arabinofuranosidases, alpha-glu-
curonidases, acetylxylan esterases, feruloyl esterases, and
alpha-glucuronyl esterases). Recent progress in assays of xyl-
anolytic enzymes was summarized in several publications
including Biely and Puchard, Recent progress in the assays of
xylanolytic enzymes, 2006, Journal of the Science of Food
and Agriculture 86(11): 1636-1647; Spanikova and Biely,
2006, Glucuronoyl esterase-Novel carbohydrate esterase pro-
duced by Schizophylium commune, FEBS Letters 580(19):
4597-4601; Herrmann, Vrsanska, Jurickova, Hirsch, Biely,
and Kubicek, 1997, The beta-D-xylosidase of Trichoderma
reesei is a multifunctional beta-D-xylan xylohydrolase, Bio-
chemical Journal 321: 375-381.

Total xylan degrading activity can be measured by deter-
mining the reducing sugars formed from various types of
xylan, including, for example, oat spelt, beechwood, and
larchwood xylans, or by photometric determination of dyed
xylan fragments released from various covalently dyed
xylans. The most common total xylanolytic activity assay is
based on production of reducing sugars from polymeric 4-O-
methyl glucuronoxylan as described in Bailey, Biely, Pou-
tanen, 1992, Interlaboratory testing of methods for assay of
xylanase activity, Journal of Biotechnology 23(3): 257-270.
Xylanase activity can also be determined with 0.2% AZCL-
arabinoxylan as substrate in 0.01% TRITON® X-100 (4-(1,
1,3,3-tetramethylbutyl)phenyl-polyethylene glycol) and 200
mM sodium phosphate buffer pH 6 at 37° C. One unit of
xylanase activity is defined as 1.0 pmole of azurine produced
per minute at 37° C., pH 6 from 0.2% AZCL-arabinoxylan as
substrate in 200 mM sodium phosphate pH 6 buffer.

For purposes of the present invention, xylan degrading
activity is determined by measuring the increase in hydrolysis
of birchwood xylan (Sigma Chemical Co., Inc., St. Louis,
Mo., USA) by xylan-degrading enzyme(s) under the follow-
ing typical conditions: 1 ml reactions, S mg/ml substrate (total
solids), 5 mg of xylanolytic protein/g of substrate, 50 mM
sodium acetate pH 5, 50° C., 24 hours, sugar analysis using
p-hydroxybenzoic acid hydrazide (PHBAH) assay as
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described by Lever, 1972, A new reaction for colorimetric
determination of carbohydrates, Anal. Biochem 47: 273-279.

Xylanase: The term “xylanase” means a 1,4-beta-D-xylan-
xylohydrolase (E.C. 3.2.1.8) that catalyzes the endohydroly-
sis of 1,4-beta-D-xylosidic linkages in xylans. For purposes
of'the present invention, xylanase activity is determined with
0.2% AZCL-arabinoxylan as substrate in 0.01% TRITON®
X-100 and 200 mM sodium phosphate buffer pH 6 at 37° C.
One unit of xylanase activity is defined as 1.0 pmole of
azurine produced per minute at 37° C., pH 6 from 0.2%
AZCL-arabinoxylan as substrate in 200 mM sodium phos-
phate pH 6 buffer.

As used herein and in the appended claims, the singular
forms “a,” “or,” and “the” include plural referents unless the
context clearly dictates otherwise. It is understood that the
aspects of the invention described herein include “consisting”
and/or “consisting essentially of” aspects.

DETAILED DESCRIPTION OF THE INVENTION

The present invention relates to compositions comprising:
(a) a polypeptide having cellulolytic enhancing activity; and
(b) a heterocyclic compound, wherein the combination of the
polypeptide having cellulolytic enhancing activity and the
heterocyclic compound enhances hydrolysis of the cellulosic
material by a cellulolytic enzyme. In one aspect, the compo-
sitions further comprise (c) one or more (e.g., several)
enzymes selected from the group consisting of a cellulase, a
hemicellulase, an esterase, an expansin, a laccase, a ligni-
nolytic enzyme, a pectinase, a peroxidase, a protease, and a
swollenin.

The present invention also relates to methods for degrading
or converting a cellulosic material, comprising: treating the
cellulosic material with an enzyme composition in the pres-
ence of a polypeptide having cellulolytic enhancing activity
and a heterocyclic compound, wherein the combination of the
polypeptide having cellulolytic enhancing activity and the
heterocyclic compound enhances hydrolysis of the cellulosic
material by the enzyme composition. In one aspect, the
method above further comprises recovering the degraded or
converted cellulosic material. Soluble products of degrada-
tion or conversion of the cellulosic material can be separated
from the insoluble cellulosic material using technology well
known in the art such as, for example, centrifugation, filtra-
tion, and gravity settling.

The present invention also relates to methods for producing
a fermentation product, comprising:

(a) saccharifying a cellulosic material with an enzyme
composition in the presence of a polypeptide having cellu-
lolytic enhancing activity and a heterocyclic compound,
wherein the combination of the polypeptide having cellu-
lolytic enhancing activity and the heterocyclic compound
enhances hydrolysis of the cellulosic material by the enzyme
composition;

(b) fermenting the saccharified cellulosic material with one
ormore (e.g., several) fermenting microorganisms to produce
the fermentation product; and

(c) recovering the fermentation product from the fermen-
tation.

The present invention also relates to methods of fermenting
a cellulosic material, comprising: fermenting the cellulosic
material with one or more (e.g., several) fermenting microor-
ganisms, wherein the cellulosic material is saccharified with
an enzyme composition in the presence of a polypeptide
having cellulolytic enhancing activity and a heterocyclic
compound, wherein the combination of the polypeptide hav-
ing cellulolytic enhancing activity and the heterocyclic com-
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pound enhances hydrolysis of the cellulosic material by the
enzyme composition. In one aspect, the fermenting of the
cellulosic material produces a fermentation product. In
another aspect, the method further comprises recovering the
fermentation product from the fermentation.

Heterocyclic Compounds

In the methods and compositions of the present invention,
the heterocyclic compound may be any suitable compound,
such as an optionally substituted aromatic or non-aromatic
ring comprising a heteroatom, as described herein.

In one aspect, the heterocyclic is a compound comprising
an optionally substituted heterocycloalkyl moiety or an
optionally substituted heteroaryl moiety. In another aspect,
the optionally substituted heterocycloalkyl moiety or option-
ally substituted heteroaryl moiety is an optionally substituted
S5-membered heterocycloalkyl or an optionally substituted
5-membered heteroaryl moiety. In another aspect, the option-
ally substituted heterocycloalkyl or optionally substituted
heteroaryl moiety is an optionally substituted moiety selected
from pyrazolyl, furanyl, imidazolyl, isoxazolyl, oxadiazolyl,
oxazolyl, pyrrolyl, pyridyl, pyrimidyl, pyridazinyl, thiazolyl,
triazolyl, thienyl, dihydrothieno-pyrazolyl, thianaphthenyl,
carbazolyl, benzimidazolyl, benzothienyl, benzofuranyl,
indolyl, quinolinyl, benzotriazolyl, benzothiazolyl, benzoox-
azolyl, benzimidazolyl, isoquinolinyl, isoindolyl, acridinyl,
benzoisazolyl, dimethylhydantoin, pyrazinyl, tetrahydro-
furanyl, pyrrolinyl, pyrrolidinyl, morpholinyl, indolyl, diaz-
epinyl, azepinyl, thiepinyl, piperidinyl, and oxepinyl. In
another aspect, the optionally substituted heterocycloalkyl
moiety or optionally substituted heteroaryl moiety is an
optionally substituted furanyl.

In another aspect, the heterocyclic compound is a com-
pound is of formula (I) or (I):

@

or

an

wherein each bond indicated with a dashed line is single or
double;

R!, R? R* R* and R’ are independently hydrogen, halo-
gen, =0, —OH, —OR®, —CN, —NO,, —N(R*)(R'?),
—C(O)R*®, —C(O)OR®, —C(O)NHR’, —OC(O)R',
—NHC(O)R'?, —OC(0)OR'*, —NHC(0)OR™, —0OC(0)
NHR', —NHC(O)NHR'Y, —SO,R"7, —SO,NR'*)(R'®),
—SR?!, or an optionally substituted moiety selected from
alkyl, alkenyl, alkynyl, cycloalkyl, cycloalkyl-alkyl, hetero-
cycloalkyl, heterocycloalkyl-alkyl, aryl, aralkyl, heteroaryl,
and heteroaralkyl;

R6’ R7, RS, R9, RlO, Rll, R12, R13, R14, RlS, R16, RlS, ng,
R*°, and R*! are independently hydrogen, or an optionally
substituted moiety selected from alkyl, alkenyl, alkynyl,
cycloalkyl, cycloalkyl-alkyl, heterocycloalkyl, heterocy-
cloalkyl-alkyl, aryl, aralkyl, heteroaryl, and heteroaralkyl;
and
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R'7 is an optionally substituted moiety selected from alkyl,
alkenyl, alkynyl, cycloalkyl, cycloalkyl-alkyl, heterocy-
cloalkyl, heterocycloalkyl-alkyl, aryl, aralkyl, heteroaryl, and
heteroaralkyl; and

wherein each pair of R' and R?, R? and R?, R® and R*, and
R* and R® may combine to form an optionally substituted
fused ring;

or a salt or solvate thereof.

In another aspect of formula (I) or (1), at least one bond
indicated with a dashed line is double. In another aspect, only
one bond indicated with a dashed line is double.

In another aspect, the heterocyclic compound is a com-
pound is of formula (I-A), (II-B), or (II-C):

I-A)

2
o

X

or

68
A

I-B)

2
o

jj<<
=

or

68
A

I-0)

2
o

X

68
A

wherein R', R*, R?, and R* are as defined above; or a salt or
solvate thereof.

In another aspect, the heterocyclic compound is a com-
pound is of formula (I-D), (I-E), (I-F), or (II-G):

I-D)

O
e}

R

or

8

68
A

(-E)

2
o

=3
j/i<<
~

o

or

=

(-F)

or

7
QO
o

R3
I-G)

O

R

wherein R', R*, R?, and R* are as defined above; or a salt or
solvate thereof.

In another aspect, the heterocyclic compound is a com-
pound is of formula (II-A), (II-B), or (II-C):
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11-A)
R! 0. R®
\ or
R? R*
R3
(II-B)
R! 0 R®
or
R? R*
R3
(I1-C)
R! e} R®
R? R*
R3

wherein R', R?, R?, R* and R? are as defined above; or a salt
or solvate thereof.

In another aspect of formula (I), (I-A), (I-B), (I-C), (I-D),
(I-E), (I-F), (I-G), (D), (1-A), (II-B), or (1I-C); R, R* R?,R*,
and R® are independently hydrogen, halogen, —O, —OH,
—OR?, or an optionally substituted moiety selected from
alkyl, alkenyl, alkynyl, cycloalkyl, cycloalkyl-alkyl, hetero-
cycloalkyl, heterocycloalkyl-alkyl, aryl, aralkyl, heteroaryl,
and heteroaralkyl; wherein each pair of R' and R, R* and R,
R? and R*, and R* and R> may combine to form an optionally
substituted fused ring. In another aspect, R, R*, R*, R*, and
R’ are independently hydrogen, halogen, —0O, —OH,
—ORS, or an optionally substituted alkyl; wherein each pair
of R! and R% R? and R?, R? and R*, and R* and R® may
combine to form an optionally substituted fused ring. In
another aspect, R', R?, R®>, R* and R® are independently
hydrogen, —O, —OH, an optionally substituted —O—(C, -
C,p)alkyl, or an optionally substituted —(C,-C, ,)alkyl.

In another aspect of formula (I), (I-A), (I-B), (I-C), (I-D),
(I-E), (I-F), 1-G), (1D, (I-A), (II-B), or (II-C); at least one of
R',R? R? R* and R® is hydrogen. In another aspect, at least
two of R*, R% R?, R* and R® are hydrogen. In another aspect,
at least three of R*, R?, R?, R*, and R® are hydrogen.

In another aspect of formula (I), (I-A), (I-B), (I-C), (I-D),
(I E) (I-F), 1-G), (D), (H A), (II-B), or (II-C); at least one of

R% R? R* and R?, is an optionally substituted alkyl (e.g.,
an optlonally substltuted C,-C,, alkyl, such as an optionally
substituted methyl, ethyl, n-propyl, isopropyl, n-butyl, t-bu-
tyl, or n-pentyl). In another aspect, at least two of R', R?, R?,
R*, and R, are optionally substituted alkyl.

In another aspect of formula (I), (I-A), (I-B), (I-C), (I-D),
(I-E), (I-F), 1-G), (1D, (I-A), (II-B), or (II-C); at least one of
RY, R? R? R* and R® is —O. In another aspect, only one of
R',R? R?,R* and R’ is —0. In another aspect, R' is—0. In
another aspect, R? is =—0. In another aspect, R* is =0. In
another aspect, R* is —O. In another aspect, R is —O.

In another aspect of formula (I), (I-A), (I-B), (I-C), (I-D),
(I-E), (I-F), 1-G), (1), (I-A), (II-B), or (II-C); at least two of
R!,R? R?,R* and R® are—0. In another aspect, only two of
RY, R?, R? R* and R® are —O. In another aspect, R' and R*
are =—0. In another aspect, R' and R® are =—0. In another
aspect, R' and R* are —0. In another aspect, R! and R> are
—0. In another aspect, R and R® are —0. In another aspect,
R? and R* are —0. In another aspect, R? and R®> are =0. In
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another aspect, R® and R* are —0. In another aspect, R> and
R® are —O. In another aspect, R* and R® are —O.

In another aspect of formula (I), (I-A), (I-B), (I-C), (I-D),
(I-B), 0-F), 0-G), (ID), (1I-A), (II-B), or (II-C); three of R*, R?,
R?, R* and R® are —O.

In another aspect of formula (I), (I-A), (I-B), (I-C), (I-D),
(I-B), (I-F), 1-G), (1D, (I-A), (II-B), or (II-C); at least one of
R', R? R?* R* and R® is —OH. In another aspect, only one of
R',R? R* R* andR®is—OH. Inanother aspect, R' is —OH.
In another aspect, R? is —OH. In another aspect, R* is —OH.
In another aspect, R*is —OH. In another aspect, R> is —OH.

In another aspect of formula (I), (I-A), (I-B), (I-C), (I-D),
(I-B), (I-F), 1-G), (1), (II-A), (II-B), or (II-C); at least two of
R, R? R? R* and R® are —OH. In another aspect, only two
of R',R?, R?,R*, and R® are —OH. In another aspect, R' and
R? are —OH. In another aspect, R' and R? are —OH. In
another aspect, R' and R* are —OH. In another aspect, R' and
R> are —OH. In another aspect, R* and R® are —OH. In
another aspect, R and R* are —OH. In another aspect, R and
R’ are —OH. In another aspect, R* and R* are —OH. In
another aspect, R® and R® are —OH. In another aspect, R* and
R® are —OH.

In another aspect of formula (I), (I-A), (I-B), (I-C), (I-D),
(I-B), (I-F), (1-G), (1), (II-A), (II-B), or (II-C); at least three of
R', R% R3, R* and R® are —OH.

In another aspect of formula (I), (I-A), (I-B), (I-C), (I-D),
(I-B), (I-F), 1-G), (1D, (I-A), (II-B), or (II-C); at least one of
R',R? R? R* and R® is —OH and at least one of R*, R* R?,
R* and R® is —O.

In another aspect of formula (I), (I-A), (I-B), (I-C), (I-D),
(I-B), d-F), d-G), D), (1I-A), (I-B), or (II-C); at least one
pair of R! and R? R? and R, R? and R* and R* and R®
combine to form an optionally substituted fused ring. In
another aspect, R' and R* combine to form an optionally
substituted fused ring. In another aspect, R* and R? combine
to form an optionally substituted fused cycloalkylene ring. In
another aspect, R* and R* combine to form an optionally
substituted fused arylene ring. In another aspect, R' and R?
combine to form an optionally substituted fused het-
eroarylene ring. In another aspect, R* and R> combine to form
an optionally substituted fused ring. In another aspect, R> and
R? combine to form an optionally substituted fused
cycloalkylene ring. In another aspect, R* and R* combine to
form an optionally substituted fused arylene ring. In another
aspect, R? and R® combine to form an optionally substituted
fused heteroarylene ring. In another aspect, R® and R* com-
bine to form an optionally substituted fused ring. In another
aspect, R® and R* combine to form an optionally substituted
fused cycloalkylene ring. In another aspect, R*> and R* com-
bine to form an optionally substituted fused arylene ring. In
another aspect, R> and R* combine to form an optionally
substituted fused heteroarylene ring. In another aspect, R*
and R> combine to form an optionally substituted fused ring.
In another aspect, R* and R> combine to form an optionally
substituted fused cycloalkylene ring. In another aspect, R*
and R® combine to form an optionally substituted fused
arylene ring. In another aspect, R* and R combine to form an
optionally substituted fused heteroarylene ring.

In another aspect, only one pairof R* and R?, R and R®, R?
and R*, and R* and R® combine to form an optionally substi-
tuted fused ring.

In another aspect, the heterocyclic compound is selected
from the group consisting of:
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(I-1): (1,2-Dihydroxyethyl)-3 4-dihydroxyfuran-2(5H)-one;

(I-4): [1,2-Dihydroxyethyl]furan-2,3,4(5SH)-trione;

HO
O, 0

¢} ¢}
(I-5): a-hydroxy-y-butyrolactone;

g
OH
(I-6): Ribonic y-lactone;
HO
\\go
HO OH
(I-7): Glucuronic acid y-lactone;
HO
M .
O
© OH
(1-8): Dihydrobenzofuran;
©:O>
(1-9): 5-(hydroxymethyl)furfural;
O

(I-10): Furoin;

/o\ \_/
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-continued
(I-11): 2(5H)-Furanone;

A

(II-1): Gluconic acid d-lactone;

(0] (6]
HO
HO OH
OH

(II-2): 4-Hydroxycoumarin;

O O
Cr
OH

(II-3): 5,6-Dihydro-2H-pyran-2-one;

.

(II-4): 5,6-Dihydro-4-hydroxy-6-methyl-2H-pyran-2-one;

-

HO CH;
(II-5): 1,5-anhydro-2-deoxy-arabino-hex-1-enitol;
e}
HO |
HO
OH

(II-6): 3-deoxy-erythro-hexosulose;

O OH
HO/I:\{
HO (6]

3-Hydroxy-5-methylisoxazole;

OH

or a salt or solvate thereof.

In some aspects, the heterocyclic compound described
herein (e.g., a compound of formula I, I-A, I-B, I-C, I-D, I-E,
I-F, I-G, 11, 1I-A, II-B, or II-C) is in substantially pure form.
With respect to the heterocyclic compounds, unless otherwise
stated, “substantially pure” intends a preparation of the het-
erocyclic compound that contains no more than 15% impu-
rity, wherein the impurity intends compounds other than the
heterocyclic compound, but does not include other forms of
the heterocyclic compound (e.g., different salt form or a dif-
ferent stereoisomer, conformer, rotamer, or tautomer of the
analog depicted). In one variation, a preparation of substan-
tially pure heterocyclic compound is provided wherein the
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preparation contains no more than 25% impurity, or no more
than 20% impurity, or no more than 10% impurity, or no more
than 5% impurity, or no more than 3% impurity, or no more
than 1% impurity, or no more than 0.5% impurity.

In some aspects the heterocyclic compound described
herein (e.g., a compound of formula I, I-A, I-B, I-C, I-D, I-E,
I-F, I-G, 1I, 1I-A, II-B, or II-C) is not in substantially pure
form. For example, the heterocyclic compound may be added
or supplemented as part of an impure composition (e.g.,
unpurified biological material) wherein the composition is
rich in the compound or one or more (e.g., several) chemical
precursors thereof. In a one aspect, an impure composition
(e.g., unpurified biological material) comprising one or more
(e.g., several) heterocyclic compounds is pretreated, e.g., as
described herein for cellulosic material, and/or added to cel-
lulosic material and/or combined with the cellulosic material
prior to pretreatment of the cellulosic material. In another
aspect, an impure composition (e.g., unpurified biological
material) comprising one or more (e.g., several) heterocyclic
compounds is added to an enzyme composition involved in
saccharification, enhancement of saccharification, liquefac-
tion, etc. In another aspect, an impure composition (e.g.,
unpurified biological material) comprising one or more (e.g.,
several) heterocyclic compounds is added to a fermentation
or simultaneous saccharification-fermentation reaction. In
any of these aspects, the impure composition comprising a
heterocyclic compound (e.g., unpurified biological material)
is a preparation that contains more than 0.5% impurity, or
more than 1% impurity, or more than 3% impurity, or more
than 5% impurity, or more than 10% impurity, or more than
20% impurity, or more than 30% impurity, or more than 40%
impurity, or more than 50% impurity, or more than 60%
impurity, or more than 70% impurity, or more than 80%
impurity, or more than 90% impurity, or more than 95%
impurity, or more than 97% impurity, or more than 98%
impurity, or more than 99% impurity.

Theheterocyclic compounds described herein (e.g., acom-
pound of formula I, I-A, I-B, I-C, I-D, I-E, I-F, I-G, II, II-A,
1I-B, or II-C) and methods of using the same, unless otherwise
stated, include all solvate and/or hydrate forms. In some
aspects, the heterocyclic compounds described herein can
exist in unsolvated forms as well as solvated forms (i.e.,
solvates). The heterocyclic compounds may also include
hydrated forms (i.e., hydrates).

Theheterocyclic compounds described herein (e.g., acom-
pound of formula I, I-A, I-B, I-C, I-D, 1-E, I-F, I-G, 11, II-A,
1I-B, or II-C), as well as methods of using such compounds,
unless otherwise stated, include all salt forms of the com-
pounds. The compounds also include all non-salt forms of
any salt of a heterocyclic compound described herein, as well
as other salts of any salt of a heterocyclic compound
described herein. The desired salt of a basic functional group
of a heterocyclic compound may be prepared by methods
known to those of skill in the art by treating the compound
with an acid. The desired salt of an acidic functional group of
a heterocyclic compound can be prepared by methods known
to those of skill in the art by treating the compound with a
base. Examples of inorganic salts of acid compounds include,
but are not limited to, alkali metal and alkaline earth salts,
such as sodium salts, potassium salts, magnesium salts, bis-
muth salts, and calcium salts; ammonium salts; and alumi-
num salts. Examples of organic salts of acid compounds
include, but are not limited to, procaine, dibenzylamine,
N-ethylpiperidine, N,N'-dibenzylethylenediamine, trimethy-
lamine, and triethylamine salts. Examples of inorganic salts
of'base compounds include, but are not limited to, hydrochlo-
ride and hydrobromide salts. Examples of organic salts of
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base compounds include, but are not limited to, tartrate, cit-
rate, maleate, fumarate, and succinate.

Unless stereochemistry is explicitly indicated in a chemi-
cal structure or chemical name, the chemical structure or
chemical name is intended to embrace all possible stereoiso-
mers, conformers, rotamers, and tautomers of the heterocy-
clic compounds depicted. For example, a heterocyclic com-
pound containing a chiral carbon atom is intended to embrace
both the (R) enantiomer and the (S) enantiomer, as well as
mixtures of enantiomers, including racemic mixtures; and a
heterocyclic compound containing two chiral carbons is
intended to embrace all enantiomers and diastereomers (in-
cluding (R,R), (S,S), (R,S), and (R,S) isomers). In some
aspects, a heterocyclic compound described herein (e.g., a
compound of formula I, I-A, I-B, I-C, I-D, I-E, I-F, I-G, II,
1I-A, 1I-B, or II-C) is in the form of the (R) enantiomer. In
some aspects, a heterocyclic compound described herein
(e.g., a compound of formula I, I-A, I-B, I-C, I-D, I-E, I-F,
1-G, I1, 1I-A, II-B, or II-C) is in the form of the (S) enantiomer.
The chemical structure is intended to embrace all tautomeric
structures. For example, a structure such as 3-hydroxy-SH-
furan-2-one is intended to also embrace the tautomeric form
of dihydrofuran 2,3-dione:

(6] OH

Included in all uses of the heterocyclic compounds dis-
closed herein, is any or all of the stereochemical, enantio-
meric, diastereomeric, conformational, rotomeric, tauto-
meric, solvate, hydrate, and salt forms of the compounds as
described.

The effective amount of the heterocyclic compound can
depend on one or more (e.g., several) factors including, but
not limited to, the mixture of component cellulolytic
enzymes, the cellulosic substrate, the concentration of cellu-
losic substrate, the pretreatment(s) of the cellulosic substrate,
non-cellulosic components (e.g., native or degraded lignin or
hemicellulose), non-cellulase components, temperature, and
reaction time.

The heterocyclic compound is preferably present in an
amount that is not limiting with regard to the GH61 polypep-
tide having cellulolytic enhancing activity, cellulolytic
enzyme(s), and cellulose. In one aspect, the compound is
present in an amount that is not limiting with regard to the
GH61 polypeptide having cellulolytic enhancing activity. In
another aspect, the compound is present in an amount that is
not limiting with regard to the cellulolytic enzyme(s). In
another aspect, the compound is present in an amount that is
not limiting with regard to the cellulose. In another aspect, the
compound is present in an amount that is not limiting with
regard to the GH61 polypeptide having cellulolytic enhanc-
ing activity and the cellulolytic enzyme(s). In another aspect,
the compound is present in an amount that is not limiting with
regard to the GH61 polypeptide having cellulolytic enhanc-
ing activity and the cellulose. In another aspect, the com-
pound is present in an amount that is not limiting with regard
to the cellulolytic enzyme(s) and the cellulose. In another
aspect, the compound is present in an amount that is not
limiting with regard to the GH61 polypeptide having cellu-
lolytic enhancing activity, the cellulolytic enzyme(s), and the
cellulose.
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In one aspect, an effective amount of the heterocyclic com-
pound to cellulosic material as a molar ratio to glucosyl units
of cellulose is about 10~®to about 10, e.g., about 107 to about
7.5, about 107 to about 5, about 10~° to about 2.5, about 107°
to about 1, about 107> to about 1, about 107> to about 107*,
about 107 to about 107}, about 1073 to about 107", or about
10~ to about 102, In another aspect, an effective amount of
the heterocyclic compound to cellulosic material as a molar
ratio to glucosyl units of cellulose is about 107 to about 10. In
another aspect, an effective amount of the heterocyclic com-
pound to cellulosic material as a molar ratio to glucosyl units
of cellulose is about 107° to about 7.5. In another aspect, an
effective amount of the heterocyclic compound to cellulosic
material as a molar ratio to glucosyl units of cellulose is about
107 to about 5. In another aspect, an effective amount of the
heterocyclic compound to cellulosic material as a molar ratio
to glucosyl units of cellulose is about 1075 to about 2.5. In
another aspect, an effective amount of the heterocyclic com-
pound to cellulosic material as a molar ratio to glucosyl units
of cellulose is about 107° to about 1. In another aspect, an
effective amount of the heterocyclic compound to cellulosic
material as a molar ratio to glucosyl units of cellulose is about
107 to about 1. In another aspect, an effective amount of the
heterocyclic compound to cellulosic material as a molar ratio
to glucosyl units of cellulose is about 107> to about 107*. In
another aspect, an effective amount of the heterocyclic com-
pound to cellulosic material as a molar ratio to glucosyl units
of cellulose is about 10~ to about 107!, In another aspect, an
effective amount of the heterocyclic compound to cellulosic
material as a molar ratio to glucosyl units of cellulose is about
1073 to about 107", In another aspect, an effective amount of
the heterocyclic compound to cellulosic material as a molar
ratio to glucosyl units of cellulose is about 107> to about 1072

In another aspect, an effective amount of the heterocyclic
compound to cellulose is about 107° to about 10 g per g of
cellulose, e.g., about 107° to about 7.5, about 107 to about 5,
about 107 to about 2.5, about 107 to about 1, about 107> to
about 1, about 107> to about 107!, about 10~ to about 107,
about 10~ to about 107!, or about 107> to about 10> g per g
of cellulose. In another aspect, an effective amount of the
heterocyclic compound to cellulose is about 107 to about 10
g per g of cellulose. In another aspect, an effective amount of
the heterocyclic compound to cellulose is about 10~ to about
10 g per g of cellulose. In another aspect, an effective amount
of the heterocyclic compound to cellulose is about 107 to
about 7.5 g per g of cellulose. In another aspect, an effective
amount of the heterocyclic compound to cellulose is about
107° to about 5 g per g of cellulose. In another aspect, an
effective amount of the heterocyclic compound to cellulose is
about 107° to about 2.5 g per g of cellulose. In another aspect,
an effective amount of the heterocyclic compound to cellu-
lose is about 107° to about 1 g per g of cellulose. In another
aspect, an effective amount of the heterocyclic compound to
cellulose is about 107> to about 1 g per g of cellulose. In
another aspect, an effective amount of the heterocyclic com-
pound to cellulose is about 107> to about 107" g per g of
cellulose. In another aspect, an effective amount of the het-
erocyclic compound to cellulose is about 10~ to about 10~ g
per g of cellulose. In another aspect, an effective amount of
the heterocyclic compound to cellulose is about 107> to about
107! g per g of cellulose. In another aspect, an effective
amount of the heterocyclic compound to cellulose is about
103 to about 1072 g per g of cellulose.

In another aspect, an effective amount of the heterocyclic
compound is about 0.1 uM to about 1 M, e.g., about 0.5 uM to
about 0.75 M, about 0.75 uM to about 0.5 M, about 1 uM to
about0.25 M, about 1 uM to about 0.1 M, about 5 uM to about
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50 mM, about 10 uM to about 25 mM, about 50 uM to about
25 mM, about 10 uM to about 10 mM, about 5 uM to about 5
mM, or about 0.1 mM to about 1 mM. In another aspect, an
effective amount of the heterocyclic compound is about 0.1
uMto about 1 M. In another aspect, an effective amount of the
heterocyclic compound is about 0.5 uM to about 0.75 M. In
another aspect, an effective amount of the heterocyclic com-
pound is about 0.75 uM to about 0.5 M. In another aspect, an
effective amount of the heterocyclic compound is about 1 uM
to about 0.25 M. In another aspect, an effective amount of the
heterocyclic compound is about 1 uM to about 0.1 M. In
another aspect, an effective amount of the heterocyclic com-
pound is about 5 uM to about 50 mM. In another aspect, an
effective amount of the heterocyclic compound is about 10
UM to about 25 mM. In another aspect, an effective amount of
the heterocyclic compound is about 50 uM to about 25 mM.
In another aspect, an effective amount of the heterocyclic
compound is about 10 uM to about 10 mM. In another aspect,
an effective amount of the heterocyclic compound is about 5
UM to about 5 mM. In another aspect, an effective amount of
the heterocyclic compound is about 0.1 mM to about 1 mM.

In another aspect, one or more (e.g., several) heterocyclic
compounds are used in any of the methods of the present
invention.

In another aspect of the present invention, the heterocyclic
compound(s) may be recycled from a completed saccharifi-
cation or completed saccharification and fermentation to a
new saccharification. The heterocyclic compound(s) can be
recovered using standard methods in the art, e.g., filtration/
centrifugation pre- or post-distillation, to remove residual
solids, cellular debris, etc. and then recirculated to the new
saccharification.

Polypeptides Having Cellulolytic Enhancing Activity and
Polynucleotides Thereof

In the methods of the present invention, any GH61
polypeptide having cellulolytic enhancing activity can be
used.

In a first aspect, the polypeptide having cellulolytic
enhancing activity comprises the following motifs:

(SEQ ID NO: 125 or SEQ ID NO:
[ILMV]-P-X(4,5) -G-X-Y-[ILMV]-X-R-X-[EQ]-X (4) -[HNQ]
and

126)

[FW]-[TF]-K-[AIV],

wherein X is any amino acid, X(4,5) is any amino acid at 4 or
5 contiguous positions, and X(4) is any amino acid at 4
contiguous positions.

The isolated polypeptide comprising the above-noted
motifs may further comprise:

(SEQ ID NO: 127 or SEQ ID NO: 128)
H-X(1,2)-G-P-X(3) -[YW]-[AILMV],
(SEQ ID NO: 129)
[EQ]-X-Y-X(2) -C-X-[EHQN]- [FILV]-X-[ILV],
or
(SEQ ID NO: 130 or SEQ ID NO: 131)
H-X(1,2)-G-P-X(3) -[YW]-[AILMV]
and
(SEQ ID NO: 132)

[EQ]-X-Y-X (2) -C-X-[EHQN]- [FILV]-X-[ILV],

wherein X is any amino acid, X(1,2) is any amino acid at 1
position or 2 contiguous positions, X(3) is any amino acid at
3 contiguous positions, and X(2) is any amino acid at 2
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contiguous positions. In the above motifs, the accepted
TUPAC single letter amino acid abbreviation is employed.

In a preferred embodiment, the isolated GH61 polypeptide
having cellulolytic enhancing activity further comprises H-X
(1,2)-G-P-X(3)-[YW]-[AILMV] (SEQ ID NO: 133 or SEQ
ID NO: 134). In another preferred embodiment, the isolated
GHG61 polypeptide having cellulolytic enhancing activity fur-
ther comprises [EQ]-X-Y-X(2)-C-X-[EHQN]-[FILV]-X-
[ILV] (SEQ ID NO: 135). In another preferred embodiment,
the isolated GH61 polypeptide having cellulolytic enhancing
activity further comprises H-X(1,2)-G-P-X(3)-[YW]-
[AILMV] (SEQ ID NO: 136 or SEQ ID NO: 137) and [EQ]-
X-Y-X(2)-C-X-[EHQN]-[FILV]-X-[ILV] (SEQ ID NO:
138).

In a second aspect, isolated polypeptides having cellu-
lolytic enhancing activity, comprise the following motif:

(SEQ ID NO: 139 or SEQ ID NO:
[ILMV]-P-X(4,5) -G-X- Y- [ILMV]-X-R-X-[EQ]-X (3) -A-

140)

[HNQ],

wherein X is any amino acid, X(4,5) is any amino acid at 4 or
5 contiguous positions, and X(3) is any amino acid at 3
contiguous positions. In the above motif, the accepted IUPAC
single letter amino acid abbreviation is employed.

In a third aspect, the polypeptide having cellulolytic
enhancing activity comprises an amino acid sequence thathas
adegree of identity to the mature polypeptide of SEQ ID NO:
2,SEQIDNO: 4, SEQIDNO: 6, SEQIDNO: 8, SEQID NO:
10, SEQ ID NO: 12, SEQ ID NO: 14, SEQ ID NO: 16, SEQ
IDNO: 18, SEQIDNO: 20, SEQIDNO: 22, SEQIDNO: 24,
SEQ ID NO: 26, SEQ ID NO: 28, SEQ ID NO: 30, SEQ ID
NO: 32, SEQ ID NO: 34, SEQ ID NO: 36, SEQ ID NO: 38,
SEQ ID NO: 40, SEQ ID NO: 42, SEQ ID NO: 44, SEQ ID
NO: 46, SEQ ID NO: 48, SEQ ID NO: 50, SEQ ID NO: 52,
SEQ ID NO: 54, SEQ ID NO: 56, SEQ ID NO: 58, SEQ ID
NO: 60, SEQ ID NO: 62, SEQ ID NO: 64, SEQ ID NO: 142,
SEQ ID NO: 144, SEQ ID NO: 146, SEQ ID NO: 148, SEQ
IDNO: 150,SEQIDNO: 152, SEQIDNO: 154, SEQID NO:
156, SEQ ID NO: 158, SEQ ID NO: 160, SEQ IDNO: 162, or
SEQ ID NO: 164 of preferably at least 60%, more preferably
atleast 65%, more preferably at least 70%, more preferably at
least 75%, more preferably at least 80%, more preferably at
least 85%, even more preferably at least 90%, most preferably
at least 91%, at least 92%, at least 93%, at least 94%, or at
least 95%, or at least 100% and even most preferably at least
96%, at least 97%, at least 98%, at least 99%, or at least 100%.

Ina preferred aspect, the mature polypeptide is amino acids
2010 326 of SEQ ID NO: 2, amino acids 18 to 239 of SEQ ID
NO: 4, amino acids 20 to 258 of SEQ ID NO: 6, amino acids
1910 226 of SEQ ID NO: 8, amino acids 20 to 304 of SEQ ID
NO: 10, amino acids 23 to 250 of SEQ ID NO: 12, amino
acids 22 to 249 of SEQ ID NO: 14, amino acids 20 to 249 of
SEQ ID NO: 16, amino acids 18 to 232 of SEQ ID NO: 18,
amino acids 16 to 235 of SEQ ID NO: 20, amino acids 19 to
323 of SEQIDNO: 22, amino acids 16 t0 310 of SEQ ID NO:
24, amino acids 20 to 246 of SEQ ID NO: 26, amino acids 22
to 354 of SEQ ID NO: 28, amino acids 22 to 250 of SEQ ID
NO: 30, or amino acids 22 to 322 of SEQ ID NO: 32, amino
acids 24 to 444 of SEQ ID NO: 34, amino acids 26 to 253 of
SEQ ID NO: 36, amino acids 20 to 223 of SEQ ID NO: 38,
amino acids 18 to 246 of SEQ ID NO: 40, amino acids 20 to
334 of SEQIDNO: 42, amino acids 1810 227 of SEQ ID NO:
44, amino acids 22 to 368 of SEQ ID NO: 46, amino acids 25
to 330 of SEQ ID NO: 48, amino acids 17 to 236 of SEQ ID
NO: 50, amino acids 17 to 250 of SEQ ID NO: 52, amino
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acids 23 to 478 of SEQ ID NO: 54, amino acids 17 to 230 of
SEQ ID NO: 56, amino acids 20 to 257 of SEQ ID NO: 58,
amino acids 23 to 251 of SEQ ID NO: 60, amino acids 19 to
349 of SEQID NO: 62, amino acids 24 to 436 of SEQ ID NO:
64, amino acids 21 to 344 of SEQ ID NO: 142, amino acids 21
t0 389 of SEQ ID NO: 144, amino acids 22 to 406 of SEQ ID
NO: 146, amino acids 20 to 427 of SEQ ID NO: 148, amino
acids 18to 267 of SEQ ID NO: 150, amino acids 21 to 273 of
SEQ ID NO: 152, amino acids 21 to 322 of SEQ ID NO: 154,
amino acids 18 to 234 of SEQ ID NO: 156, amino acids 24 to
233 of SEQ ID NO: 158, amino acids 17 to 237 of SEQ ID
NO: 160, amino acids 20to 484 of SEQ ID NO: 162, or amino
acids 22 to 320 of SEQ ID NO: 164.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 2 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 2. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 2. In another preferred aspect, the
polypeptide comprises or consists of amino acids 20 to 326 of
SEQ ID NO: 2, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 20 to 326 of SEQ ID NO: 2.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 4 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 4. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 4. In another preferred aspect, the
polypeptide comprises or consists of amino acids 18 to 239 of
SEQ ID NO: 4, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 18 to 239 of SEQ ID NO: 4.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 6 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 6. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 6. In another preferred aspect, the
polypeptide comprises or consists of amino acids 20 to 258 of
SEQ ID NO: 6, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 20 to 258 of SEQ ID NO: 6.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 8 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 8. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 8. In another preferred aspect, the
polypeptide comprises or consists of amino acids 19 to 226 of
SEQ ID NO: 8, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 19 to 226 of SEQ ID NO: 8.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
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SEQ ID NO: 10 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 10. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 10. In another preferred aspect, the
polypeptide comprises or consists of amino acids 20 to 304 of
SEQ ID NO: 10, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 20 to 304 of SEQ ID NO: 10.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 12 or an allelic variant thereof; or a fragment
thereof having cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 12. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 12. In another preferred aspect, the
polypeptide comprises or consists of amino acids 16 to 317 of
SEQ ID NO: 12, or an allelic variant thereof; or a fragment
thereof having cellulolytic enhancing activity. In another pre-
ferred aspect, the polypeptide comprises or consists of amino
acids 16 to 317 of SEQ ID NO: 12.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 14 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 14. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 14. In another preferred aspect, the
polypeptide comprises or consists of amino acids 23 to 250 of
SEQ ID NO: 14, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 23 to 250 of SEQ ID NO: 14.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 16 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 16. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 16. In another preferred aspect, the
polypeptide comprises or consists of amino acids 20 to 249 of
SEQ ID NO: 16, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 20 to 249 of SEQ ID NO: 16.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 18 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 18. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 18. In another preferred aspect, the
polypeptide comprises or consists of amino acids 18 to 232 of
SEQ ID NO: 18, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 18 to 232 of SEQ ID NO: 18.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 20 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
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aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 20. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 20. In another preferred aspect, the
polypeptide comprises or consists of amino acids 16 to 235 of
SEQ ID NO: 20, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 16 to 235 of SEQ ID NO: 20.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 22 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 22. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 22. In another preferred aspect, the
polypeptide comprises or consists of amino acids 19 to 323 of
SEQ ID NO: 22, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 19 to 323 of SEQ ID NO: 22.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 24 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 24. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 24. In another preferred aspect, the
polypeptide comprises or consists of amino acids 16 to 310 of
SEQ ID NO: 24, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 16 to 310 of SEQ ID NO: 24.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 26 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 26. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 26. In another preferred aspect, the
polypeptide comprises or consists of amino acids 20 to 246 of
SEQ ID NO: 26, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 20 to 246 of SEQ ID NO: 26.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 28 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 28. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 28. In another preferred aspect, the
polypeptide comprises or consists of amino acids 22 to 354 of
SEQ ID NO: 28, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 22 to 354 of SEQ ID NO: 28.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 30 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 30. In another preferred aspect,
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the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 30. In another preferred aspect, the
polypeptide comprises or consists of amino acids 22 to 250 of
SEQ ID NO: 30, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 22 to 250 of SEQ ID NO: 30.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 32 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 32. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 32. In another preferred aspect, the
polypeptide comprises or consists of amino acids 22 to 322 of
SEQ ID NO: 32, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 22 to 322 of SEQ ID NO: 32.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 34 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 34. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 34. In another preferred aspect, the
polypeptide comprises or consists of amino acids 24 to 444 of
SEQ ID NO: 34, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 24 to 444 of SEQ ID NO: 34.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 36 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 36. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 36. In another preferred aspect, the
polypeptide comprises or consists of amino acids 26 to 253 of
SEQ ID NO: 36, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 26 to 253 of SEQ ID NO: 36.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 38 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 38. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 38. In another preferred aspect, the
polypeptide comprises or consists of amino acids 20 to 223 of
SEQ ID NO: 38, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 20 to 223 of SEQ ID NO: 38.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 40 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 40. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 40. In another preferred aspect, the
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polypeptide comprises or consists of amino acids 18 to 246 of
SEQ ID NO: 40, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 18 to 246 of SEQ ID NO: 40.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 42 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 42. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 42. In another preferred aspect, the
polypeptide comprises or consists of amino acids 20 to 334 of
SEQ ID NO: 42, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 20 to 334 of SEQ ID NO: 42.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 44 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 44. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 44. In another preferred aspect, the
polypeptide comprises or consists of amino acids 18 to 227 of
SEQ ID NO: 44, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 18 to 227 of SEQ ID NO: 44.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 46 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 46. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 46. In another preferred aspect, the
polypeptide comprises or consists of amino acids 22 to 368 of
SEQ ID NO: 46, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 22 to 368 of SEQ ID NO: 46.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 48 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 48. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 48. In another preferred aspect, the
polypeptide comprises or consists of amino acids 25 to 330 of
SEQ ID NO: 48, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 25 to 330 of SEQ ID NO: 48.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 50 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 50. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 50. In another preferred aspect, the
polypeptide comprises or consists of amino acids 17 to 236 of
SEQ ID NO: 50, or an allelic variant thereof; or a fragment
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thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 17 to 236 of SEQ ID NO: 50.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 52 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 52. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 52. In another preferred aspect, the
polypeptide comprises or consists of amino acids 19 to 250 of
SEQ ID NO: 52, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 19 to 250 of SEQ ID NO: 52.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 54 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 54. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 54. In another preferred aspect, the
polypeptide comprises or consists of amino acids 23 to 478 of
SEQ ID NO: 54, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 23 to 478 of SEQ ID NO: 54.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 56 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 56. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 56. In another preferred aspect, the
polypeptide comprises or consists of amino acids 17 to 230 of
SEQ ID NO: 56, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 17 to 230 of SEQ ID NO: 56.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 58 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 58. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 58. In another preferred aspect, the
polypeptide comprises or consists of amino acids 20 to 257 of
SEQ ID NO: 58, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 20 to 257 of SEQ ID NO: 58.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 60 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 60. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 60. In another preferred aspect, the
polypeptide comprises or consists of amino acids 23 to 251 of
SEQ ID NO: 60, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
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preferred aspect, the polypeptide comprises or consists of
amino acids 23 to 251 of SEQ ID NO: 60.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 62 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 62. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 62. In another preferred aspect, the
polypeptide comprises or consists of amino acids 19 to 349 of
SEQ ID NO: 62, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 19 to 349 of SEQ ID NO: 62.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 64 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 64. In another preferred aspect,
the polypeptide comprises or consists of the mature polypep-
tide of SEQ ID NO: 64. In another preferred aspect, the
polypeptide comprises or consists of amino acids 24 to 436 of
SEQ ID NO: 64, or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In another
preferred aspect, the polypeptide comprises or consists of
amino acids 24 to 436 of SEQ ID NO: 64.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 142 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 142. In another preferred
aspect, the polypeptide comprises or consists of the mature
polypeptide of SEQ ID NO: 142. In another preferred aspect,
the polypeptide comprises or consists of amino acids 21 to
344 of SEQ ID NO: 142, or an allelic variant thereof; or a
fragment thereof that has cellulolytic enhancing activity. In
another preferred aspect, the polypeptide comprises or con-
sists of amino acids 21 to 344 of SEQ ID NO: 142.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 144 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 144. In another preferred
aspect, the polypeptide comprises or consists of the mature
polypeptide of SEQ ID NO: 144. In another preferred aspect,
the polypeptide comprises or consists of amino acids 21 to
389 of SEQ ID NO: 144, or an allelic variant thereof; or a
fragment thereof that has cellulolytic enhancing activity. In
another preferred aspect, the polypeptide comprises or con-
sists of amino acids 21 to 389 of SEQ ID NO: 144.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 146 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 146. In another preferred
aspect, the polypeptide comprises or consists of the mature
polypeptide of SEQ ID NO: 146. In another preferred aspect,
the polypeptide comprises or consists of amino acids 22 to
406 of SEQ ID NO: 146, or an allelic variant thereof; or a
fragment thereof that has cellulolytic enhancing activity. In
another preferred aspect, the polypeptide comprises or con-
sists of amino acids 22 to 406 of SEQ ID NO: 146.
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A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 148 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 148. In another preferred
aspect, the polypeptide comprises or consists of the mature
polypeptide of SEQ ID NO: 148. In another preferred aspect,
the polypeptide comprises or consists of amino acids 20 to
427 of SEQ ID NO: 148, or an allelic variant thereof; or a
fragment thereof that has cellulolytic enhancing activity. In
another preferred aspect, the polypeptide comprises or con-
sists of amino acids 20 to 427 of SEQ ID NO: 148.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 150 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 150. In another preferred
aspect, the polypeptide comprises or consists of the mature
polypeptide of SEQ ID NO: 150. In another preferred aspect,
the polypeptide comprises or consists of amino acids 18 to
267 of SEQ ID NO: 150, or an allelic variant thereof; or a
fragment thereof that has cellulolytic enhancing activity. In
another preferred aspect, the polypeptide comprises or con-
sists of amino acids 18 to 267 of SEQ ID NO: 150.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 152 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 152. In another preferred
aspect, the polypeptide comprises or consists of the mature
polypeptide of SEQ ID NO: 152. In another preferred aspect,
the polypeptide comprises or consists of amino acids 21 to
273 of SEQ ID NO: 152, or an allelic variant thereof; or a
fragment thereof that has cellulolytic enhancing activity. In
another preferred aspect, the polypeptide comprises or con-
sists of amino acids 21 to 273 of SEQ ID NO: 152.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 154 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 154. In another preferred
aspect, the polypeptide comprises or consists of the mature
polypeptide of SEQ ID NO: 154. In another preferred aspect,
the polypeptide comprises or consists of amino acids 21 to
322 of SEQ ID NO: 154, or an allelic variant thereof; or a
fragment thereof that has cellulolytic enhancing activity. In
another preferred aspect, the polypeptide comprises or con-
sists of amino acids 21 to 322 of SEQ ID NO: 154.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 156 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 156. In another preferred
aspect, the polypeptide comprises or consists of the mature
polypeptide of SEQ ID NO: 156. In another preferred aspect,
the polypeptide comprises or consists of amino acids 18 to
234 of SEQ ID NO: 156, or an allelic variant thereof; or a
fragment thereof that has cellulolytic enhancing activity. In
another preferred aspect, the polypeptide comprises or con-
sists of amino acids 18 to 234 of SEQ ID NO: 156.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
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SEQ ID NO: 158 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 158. In another preferred
aspect, the polypeptide comprises or consists of the mature
polypeptide of SEQ ID NO: 158. In another preferred aspect,
the polypeptide comprises or consists of amino acids 24 to
233 of SEQ ID NO: 158, or an allelic variant thereof; or a
fragment thereof that has cellulolytic enhancing activity. In
another preferred aspect, the polypeptide comprises or con-
sists of amino acids 24 to 233 of SEQ ID NO: 158.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 160 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 160. In another preferred
aspect, the polypeptide comprises or consists of the mature
polypeptide of SEQ ID NO: 160. In another preferred aspect,
the polypeptide comprises or consists of amino acids 17 to
237 of SEQ ID NO: 160, or an allelic variant thereof; or a
fragment thereof that has cellulolytic enhancing activity. In
another preferred aspect, the polypeptide comprises or con-
sists of amino acids 17 to 237 of SEQ ID NO: 160.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 162 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 162. In another preferred
aspect, the polypeptide comprises or consists of the mature
polypeptide of SEQ ID NO: 162. In another preferred aspect,
the polypeptide comprises or consists of amino acids 20 to
484 of SEQ ID NO: 162, or an allelic variant thereof; or a
fragment thereof that has cellulolytic enhancing activity. In
another preferred aspect, the polypeptide comprises or con-
sists of amino acids 20 to 484 of SEQ ID NO: 162.

A polypeptide having cellulolytic enhancing activity pref-
erably comprises or consists of the amino acid sequence of
SEQ ID NO: 164 or an allelic variant thereof; or a fragment
thereof that has cellulolytic enhancing activity. In a preferred
aspect, the polypeptide comprises or consists of the amino
acid sequence of SEQ ID NO: 164. In another preferred
aspect, the polypeptide comprises or consists of the mature
polypeptide of SEQ ID NO: 164. In another preferred aspect,
the polypeptide comprises or consists of amino acids 22 to
320 of SEQ ID NO: 164, or an allelic variant thereof; or a
fragment thereof that has cellulolytic enhancing activity. In
another preferred aspect, the polypeptide comprises or con-
sists of amino acids 22 to 320 of SEQ ID NO: 164.

Preferably, a fragment of the mature polypeptide of SEQ
ID NO: 2 contains at least 277 amino acid residues, more
preferably at least 287 amino acid residues, and most prefer-
ably at least 297 amino acid residues. Preferably, a fragment
of the mature polypeptide of SEQ ID NO: 4 contains at least
185 amino acid residues, more preferably at least 195 amino
acid residues, and most preferably at least 205 amino acid
residues. Preferably, a fragment of the mature polypeptide of
SEQ ID NO: 6 contains at least 200 amino acid residues, more
preferably at least 212 amino acid residues, and most prefer-
ably at least 224 amino acid residues. Preferably, a fragment
of the mature polypeptide of SEQ ID NO: 8 contains at least
175 amino acid residues, more preferably at least 185 amino
acid residues, and most preferably at least 195 amino acid
residues. Preferably, a fragment of the mature polypeptide of
SEQ ID NO: 10 contains at least 240 amino acid residues,
more preferably at least 255 amino acid residues, and most
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preferably at least 270 amino acid residues. Preferably, a
fragment of the mature polypeptide of SEQ ID NO: 12 con-
tains at least 255 amino acid residues, more preferably at least
270 amino acid residues, and most preferably at least 285
amino acid residues. Preferably, a fragment of the mature
polypeptide of SEQ ID NO: 14 contains at least 175 amino
acid residues, more preferably at least 190 amino acid resi-
dues, and most preferably at least 205 amino acid residues.
Preferably, a fragment of the mature polypeptide of SEQ ID
NO: 16 contains at least 200 amino acid residues, more pref-
erably atleast 210 amino acid residues, and most preferably at
least 220 amino acid residues. Preferably, a fragment of the
mature polypeptide of SEQ ID NO: 18 contains at least 185
amino acid residues, more preferably at least 195 amino acid
residues, and most preferably at least 205 amino acid resi-
dues. Preferably, a fragment of the mature polypeptide of
SEQ ID NO: 20 contains at least 190 amino acid residues,
more preferably at least 200 amino acid residues, and most
preferably at least 210 amino acid residues. Preferably, a
fragment of the mature polypeptide of SEQ ID NO: 22 con-
tains at least 260 amino acid residues, more preferably at least
275 amino acid residues, and most preferably at least 290
amino acid residues. Preferably, a fragment of the mature
polypeptide of SEQ ID NO: 24 contains at least 250 amino
acid residues, more preferably at least 265 amino acid resi-
dues, and most preferably at least 280 amino acid residues.
Preferably, a fragment of the mature polypeptide of SEQ ID
NO: 26 contains at least 195 amino acid residues, more pref-
erably atleast 205 amino acid residues, and most preferably at
least 214 amino acid residues. Preferably, a fragment of the
mature polypeptide of SEQ ID NO: 28 contains at least 285
amino acid residues, more preferably at least 300 amino acid
residues, and most preferably at least 315 amino acid resi-
dues. Preferably, a fragment of the mature polypeptide of
SEQ ID NO: 30 contains at least 200 amino acid residues,
more preferably at least 210 amino acid residues, and most
preferably at least 220 amino acid residues. Preferably, a
fragment of the mature polypeptide of SEQ ID NO: 32 con-
tains at least 255 amino acid residues, more preferably at least
270 amino acid residues, and most preferably at least 285
amino acid residues. Preferably, a fragment of the mature
polypeptide of SEQ ID NO: 34 contains at least 360 amino
acid residues, more preferably at least 380 amino acid resi-
dues, and most preferably at least 400 amino acid residues.
Preferably, a fragment of the mature polypeptide of SEQ ID
NO: 36 contains at least 200 amino acid residues, more pref-
erably atleast 210 amino acid residues, and most preferably at
least 220 amino acid residues. Preferably, a fragment of the
mature polypeptide of SEQ ID NO: 38 contains at least 170
amino acid residues, more preferably at least 180 amino acid
residues, and most preferably at least 190 amino acid resi-
dues. Preferably, a fragment of the mature polypeptide of
SEQ ID NO: 40 contains at least 190 amino acid residues,
more preferably at least 200 amino acid residues, and most
preferably at least 210 amino acid residues. Preferably, a
fragment of the mature polypeptide of SEQ ID NO: 42 con-
tains at least 265 amino acid residues, more preferably at least
280 amino acid residues, and most preferably at least 295
amino acid residues. Preferably, a fragment of the mature
polypeptide of SEQ ID NO: 44 contains at least 180 amino
acid residues, more preferably at least 190 amino acid resi-
dues, and most preferably at least 200 amino acid residues.
Preferably, a fragment of the mature polypeptide of SEQ ID
NO: 46 contains at least 320 amino acid residues, more pref-
erably atleast 335 amino acid residues, and most preferably at
least 350 amino acid residues. Preferably, a fragment of the
mature polypeptide of SEQ ID NO: 48 contains at least 255
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amino acid residues, more preferably at least 270 amino acid
residues, and most preferably at least 285 amino acid resi-
dues. Preferably, a fragment of the mature polypeptide of
SEQ ID NO: 50 contains at least 190 amino acid residues,
more preferably at least 200 amino acid residues, and most
preferably at least 210 amino acid residues. Preferably, a
fragment of the mature polypeptide of SEQ ID NO: 52 con-
tains at least 200 amino acid residues, more preferably at least
210 amino acid residues, and most preferably at least 220
amino acid residues. Preferably, a fragment of the mature
polypeptide of SEQ ID NO: 54 contains at least 380 amino
acid residues, more preferably at least 400 amino acid resi-
dues, and most preferably at least 420 amino acid residues.
Preferably, a fragment of the mature polypeptide of SEQ ID
NO: 56 contains at least 180 amino acid residues, more pref-
erably atleast 190 amino acid residues, and most preferably at
least 200 amino acid residues. Preferably, a fragment of the
mature polypeptide of SEQ ID NO: 58 contains at least 210
amino acid residues, more preferably at least 220 amino acid
residues, and most preferably at least 230 amino acid resi-
dues. Preferably, a fragment of the mature polypeptide of
SEQ ID NO: 60 contains at least 190 amino acid residues,
more preferably at least 200 amino acid residues, and most
preferably at least 210 amino acid residues. Preferably, a
fragment of the mature polypeptide of SEQ ID NO: 62 con-
tains at least 270 amino acid residues, more preferably at least
290 amino acid residues, and most preferably at least 310
amino acid residues. Preferably, a fragment of the mature
polypeptide of SEQ ID NO: 64 contains at least 340 amino
acid residues, more preferably at least 360 amino acid resi-
dues, and most preferably at least 380 amino acid residues.
Preferably, a fragment of the mature polypeptide of SEQ ID
NO: 142 contains at least 280 amino acid residues, more
preferably at least 295 amino acid residues, and most prefer-
ably at least 310 amino acid residues. Preferably, a fragment
of the mature polypeptide of SEQ ID NO: 144 contains at
least 310 amino acid residues, more preferably at least 330
amino acid residues, and most preferably at least 350 amino
acid residues. Preferably, a fragment of the mature polypep-
tide of SEQ ID NO: 146 contains at least 320 amino acid
residues, more preferably at least 340 amino acid residues,
and most preferably at least 360 amino acid residues. Prefer-
ably, a fragment of the mature polypeptide of SEQ ID NO:
148 contains at least 350 amino acid residues, more prefer-
ably at least 370 amino acid residues, and most preferably at
least 390 amino acid residues. Preferably, a fragment of the
mature polypeptide of SEQ ID NO: 150 contains at least 220
amino acid residues, more preferably at least 230 amino acid
residues, and most preferably at least 240 amino acid resi-
dues. Preferably, a fragment of the mature polypeptide of
SEQ ID NO: 152 contains at least 220 amino acid residues,
more preferably at least 230 amino acid residues, and most
preferably at least 240 amino acid residues. Preferably, a
fragment of the mature polypeptide of SEQ ID NO: 154
contains at least 255 amino acid residues, more preferably at
least 270 amino acid residues, and most preferably at least
285 amino acid residues. Preferably, a fragment of the mature
polypeptide of SEQ ID NO: 156 contains at least 185 amino
acid residues, more preferably at least 195 amino acid resi-
dues, and most preferably at least 205 amino acid residues.
Preferably, a fragment of the mature polypeptide of SEQ ID
NO: 158 contains at least 180 amino acid residues, more
preferably at least 190 amino acid residues, and most prefer-
ably at least 200 amino acid residues. Preferably, a fragment
of the mature polypeptide of SEQ ID NO: 160 contains at
least 190 amino acid residues, more preferably at least 200
amino acid residues, and most preferably at least 210 amino
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acid residues. Preferably, a fragment of the mature polypep-
tide of SEQ ID NO: 162 contains at least 385 amino acid
residues, more preferably at least 410 amino acid residues,
and most preferably at least 435 amino acid residues. Prefer-
ably, a fragment of the mature polypeptide of SEQ ID NO:
164 contains at least 255 amino acid residues, more prefer-
ably at least 270 amino acid residues, and most preferably at
least 285 amino acid residues.

Preferably, a subsequence of the mature polypeptide cod-
ing sequence of SEQ ID NO: 1 contains at least 831 nucle-
otides, more preferably at least 861 nucleotides, and most
preferably atleast 891 nucleotides. Preferably, a subsequence
of'the mature polypeptide coding sequence of SEQ ID NO: 3
contains at least 555 nucleotides, more preferably at least 585
nucleotides, and most preferably at least 615 nucleotides.
Preferably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 5 contains at least 600 nucleotides,
more preferably at least 636 nucleotides, and most preferably
at least 672 nucleotides. Preferably, a subsequence of the
mature polypeptide coding sequence of SEQ ID NO: 7 con-
tains at least 525 nucleotides, more preferably at least 555
nucleotides, and most preferably at least 585 nucleotides.
Preferably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 9 contains at least 720 nucleotides,
more preferably at least 765 nucleotides, and most preferably
at least 810 nucleotides. Preferably, a subsequence of the
mature polypeptide coding sequence of SEQ ID NO: 11 con-
tains at least 765 nucleotides, more preferably at least 810
nucleotides, and most preferably at least 855 nucleotides.
Preferably, a subsequence of the mature polypeptide coding
sequence of nucleotides 67 to 796 of SEQ ID NO: 13 contains
at least 525 nucleotides, more preferably at least 570 nucle-
otides, and most preferably at least 615 nucleotides. Prefer-
ably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 15 contains at least 600 nucleotides,
more preferably at least 630 nucleotides, and most preferably
at least 660 nucleotides. Preferably, a subsequence of the
mature polypeptide coding sequence of SEQ ID NO: 17 con-
tains at least 555 nucleotides, more preferably at least 585
nucleotides, and most preferably at least 615 nucleotides.
Preferably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 19 contains atleast 570 nucleotides,
more preferably at least 600 nucleotides, and most preferably
at least 630 nucleotides. Preferably, a subsequence of the
mature polypeptide coding sequence of SEQ ID NO: 21 con-
tains at least 780 nucleotides, more preferably at least 825
nucleotides, and most preferably at least 870 nucleotides.
Preferably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 23 contains atleast 750 nucleotides,
more preferably at least 795 nucleotides, and most preferably
at least 840 nucleotides. Preferably, a subsequence of the
mature polypeptide coding sequence of SEQ ID NO: 25 con-
tains at least 585 nucleotides, more preferably at least 615
nucleotides, and most preferably at least 645 nucleotides.
Preferably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 27 contains at least 855 nucleotides,
more preferably at least 900 nucleotides, and most preferably
at least 945 nucleotides. Preferably, a subsequence of the
mature polypeptide coding sequence of SEQ ID NO: 29 con-
tains at least 600 nucleotides, more preferably at least 630
nucleotides, and most preferably at least 660 nucleotides.
Preferably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 31 contains at least 765 nucleotides,
more preferably at least 810 nucleotides, and most preferably
at least 855 nucleotides. Preferably, a subsequence of the
mature polypeptide coding sequence of SEQ ID NO: 33 con-
tains at least 1180 nucleotides, more preferably at least 1140
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nucleotides, and most preferably at least 1200 nucleotides.
Preferably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 35 contains at least 600 nucleotides,
more preferably at least 630 nucleotides, and most preferably
at least 660 nucleotides. Preferably, a subsequence of the
mature polypeptide coding sequence of SEQ ID NO: 37 con-
tains at least 170 amino acid residues, more preferably at least
180 amino acid residues, and most preferably at least 190
nucleotides. Preferably, a subsequence of the mature
polypeptide coding sequence of SEQ ID NO: 39 contains at
least 570 nucleotides, more preferably at least 600 nucle-
otides, and most preferably at least 630 nucleotides. Prefer-
ably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 41 contains at least 795 nucleotides,
more preferably at least 840 nucleotides, and most preferably
at least 885 nucleotides. Preferably, a subsequence of the
mature polypeptide coding sequence of SEQ ID NO: 43 con-
tains at least 540 nucleotides, more preferably at least 570
nucleotides, and most preferably at least 600 nucleotides.
Preferably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 45 contains at least 960 nucleotides,
more preferably at least 1005 nucleotides, and most prefer-
ably at least 1050 nucleotides. Preferably, a subsequence of
the mature polypeptide coding sequence of SEQ ID NO: 47
contains at least 765 nucleotides, more preferably at least 810
nucleotides, and most preferably at least 855 nucleotides.
Preferably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 49 contains atleast 570 nucleotides,
more preferably at least 600 nucleotides, and most preferably
at least 630 nucleotides. Preferably, a subsequence of the
mature polypeptide coding sequence of SEQ ID NO: 51 con-
tains at least 600 nucleotides, more preferably at least 630
nucleotides, and most preferably at least 660 nucleotides.
Preferably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 53 contains at least 1140 nucle-
otides, more preferably at least 1200 nucleotides, and most
preferably at least 1260 nucleotides. Preferably, a subse-
quence of the mature polypeptide coding sequence of SEQ ID
NO: 55 contains at least 540 nucleotides, more preferably at
least 570 nucleotides, and most preferably at least 600 nucle-
otides. Preferably, a subsequence of the mature polypeptide
coding sequence of SEQ ID NO: 57 contains at least 630
nucleotides, more preferably at least 690 nucleotides, and
most preferably at least 720 nucleotides. Preferably, a subse-
quence of the mature polypeptide coding sequence of SEQ ID
NO: 59 contains at least 570 nucleotides, more preferably at
least 600 nucleotides, and most preferably at least 630 nucle-
otides. Preferably, a subsequence of the mature polypeptide
coding sequence of SEQ ID NO: 61 contains at least 810
nucleotides, more preferably at least 870 nucleotides, and
most preferably at least 930 nucleotides. Preferably, a subse-
quence of the mature polypeptide coding sequence of SEQ ID
NO: 63 contains at least 1020 nucleotides, more preferably at
least 1080 nucleotides, and most preferably at least 1140
nucleotides. Preferably, a subsequence of the mature
polypeptide coding sequence of SEQ ID NO: 141 contains at
least 840 nucleotides, more preferably at least 885 nucle-
otides, and most preferably at least 930 nucleotides. Prefer-
ably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 143 contains at least 930 nucle-
otides, more preferably at least 960 nucleotides, and most
preferably at least 1050 nucleotides. Preferably, a subse-
quence of the mature polypeptide coding sequence of SEQ ID
NO: 145 contains at least 960 nucleotides, more preferably at
least 1020 nucleotides, and most preferably at least 1080
nucleotides. Preferably, a subsequence of the mature
polypeptide coding sequence of SEQ ID NO: 147 contains at
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least 1050 nucleotides, more preferably at least 1110 nucle-
otides, and most preferably at least 1170 nucleotides. Prefer-
ably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 149 contains at least 660 nucle-
otides, more preferably at least 690 nucleotides, and most
preferably atleast 720 nucleotides. Preferably, a subsequence
of the mature polypeptide coding sequence of SEQ ID NO:
151 contains at least 660 nucleotides, more preferably at least
690 nucleotides, and most preferably at least 720 nucleotides.
Preferably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 153 contains at least 765 nucle-
otides, more preferably at least 810 nucleotides, and most
preferably atleast 855 nucleotides. Preferably, a subsequence
of the mature polypeptide coding sequence of SEQ ID NO:
155 contains at least 555 nucleotides, more preferably at least
585 nucleotides, and most preferably at least 615 nucleotides.
Preferably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 157 contains at least 540 nucle-
otides, more preferably at least 570 nucleotides, and most
preferably atleast 600 nucleotides. Preferably, a subsequence
of the mature polypeptide coding sequence of SEQ ID NO:
159 contains at least 570 nucleotides, more preferably at least
600 nucleotides, and most preferably at least 630 nucleotides.
Preferably, a subsequence of the mature polypeptide coding
sequence of SEQ ID NO: 161 contains at least 1155 nucle-
otides, more preferably at least 1230 nucleotides, and most
preferably at least 1305 nucleotides. Preferably, a subse-
quence of the mature polypeptide coding sequence of SEQ ID
NO: 163 contains at least 765 nucleotides, more preferably at
least 810 nucleotides, and most preferably at least 855 nucle-
otides.

In a fourth aspect, the polypeptide having cellulolytic
enhancing activity is encoded by a polynucleotide that
hybridizes under at least very low stringency conditions, pref-
erably at least low stringency conditions, more preferably at
least medium stringency conditions, more preferably at least
medium-high stringency conditions, even more preferably at
least high stringency conditions, and most preferably at least
very high stringency conditions with (i) the mature polypep-
tide coding sequence of SEQ ID NO: 1, SEQ ID NO: 3, SEQ
ID NO: 5, SEQ ID NO: 7, SEQ ID NO: 9, SEQ ID NO: 11,
SEQ ID NO: 13, SEQ ID NO: 15, SEQ ID NO: 17, SEQ ID
NO: 19, SEQ ID NO: 21, SEQ ID NO: 23, SEQ ID NO: 25,
SEQ ID NO: 27, SEQ ID NO: 29, SEQ ID NO: 31, SEQ ID
NO: 33, SEQ ID NO: 35, SEQ ID NO: 37, SEQ ID NO: 39,
SEQ ID NO: 41, SEQ ID NO: 43, SEQ ID NO: 45, SEQ ID
NO: 47, SEQ ID NO: 49, SEQ ID NO: 51, SEQ ID NO: 53,
SEQ ID NO: 55, SEQ ID NO: 57, SEQ ID NO: 59, SEQ ID
NO: 61, SEQIDNO: 63, SEQIDNO: 141, SEQID NO: 143,
SEQ ID NO: 145, SEQ ID NO: 147, SEQ ID NO: 149, SEQ
IDNO: 151, SEQIDNO: 153, SEQIDNO: 155, SEQID NO:
157, SEQIDNO: 159, SEQ IDNO: 161, or SEQIDNO: 163,
(i1) the genomic DNA sequence of the mature polypeptide
coding sequence of SEQ ID NO: 7, SEQ ID NO: 9, SEQ ID
NO: 11, SEQIDNO: 15, SEQIDNO: 155, SEQID NO: 157,
or SEQ ID NO: 159, or the cDNA sequence of the mature
polypeptide coding sequence of SEQ ID NO: 1, SEQ ID NO:
3,SEQIDNO: 5, SEQID NO: 13, SEQ IDNO: 17, SEQ ID
NO: 19, SEQ ID NO: 21, SEQ ID NO: 23, SEQ ID NO: 25,
SEQ ID NO: 27, SEQ ID NO: 29, SEQ ID NO: 31, SEQ ID
NO: 33, SEQ ID NO: 35, SEQ ID NO: 37, SEQ ID NO: 39,
SEQ ID NO: 41, SEQ ID NO: 43, SEQ ID NO: 45, SEQ ID
NO: 47, SEQ ID NO: 49, SEQ ID NO: 51, SEQ ID NO: 53,
SEQ ID NO: 55, SEQ ID NO: 57, SEQ ID NO: 59, SEQ ID
NO: 61, SEQIDNO: 63, SEQIDNO: 141, SEQID NO: 143,
SEQ ID NO: 145, SEQ ID NO: 147, SEQ ID NO: 149, SEQ
ID NO: 151, SEQID NO: 153, SEQ ID NO: 161, or SEQ ID
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NO: 163, (iii) a subsequence of (i) or (ii), or (iv) a full-length
complementary strand of (i), (ii), or (iii) (J. Sambrook, E. F.
Fritsch, and T. Maniatus, 1989, supra). A subsequence of the
mature polypeptide coding sequence of SEQ ID NO: 1, SEQ
IDNO: 3, SEQIDNO: 5, SEQIDNO: 7, SEQIDNO: 9, SEQ
IDNO: 11, SEQIDNO: 13, SEQIDNO: 15,SEQIDNO: 17,
SEQ ID NO: 19, SEQ ID NO: 21, SEQ ID NO: 23, SEQ ID
NO: 25, SEQ ID NO: 27, SEQ ID NO: 29, SEQ ID NO: 31,
SEQ ID NO: 33, SEQ ID NO: 35, SEQ ID NO: 37, SEQ ID
NO: 39, SEQ ID NO: 41, SEQ ID NO: 43, SEQ ID NO: 45,
SEQ ID NO: 47, SEQ ID NO: 49, SEQ ID NO: 51, SEQ ID
NO: 53, SEQ ID NO: 55, SEQ ID NO: 57, SEQ ID NO: 59,
SEQ ID NO: 61, SEQ ID NO: 63, SEQ ID NO: 141, SEQ ID
NO: 143, SEQ ID NO: 145, SEQ ID NO: 147, SEQ ID NO:
149, SEQ ID NO: 151, SEQ ID NO: 153, SEQ ID NO: 155,
SEQIDNO: 157, SEQIDNO: 159, SEQIDNO: 161, or SEQ
ID NO: 163 contains at least 100 contiguous nucleotides or
preferably at least 200 contiguous nucleotides. Moreover, the
subsequence may encode a polypeptide fragment that has
cellulolytic enhancing activity. In a preferred aspect, the
mature polypeptide coding sequence is nucleotides 388 to
1332 of SEQ ID NO: 1, nucleotides 98 to 821 of SEQ ID NO:
3, nucleotides 126 to 978 of SEQ ID NO: 5, nucleotides 55 to
678 of SEQ ID NO: 7, nucleotides 58 to 912 of SEQ ID NO:
9, nucleotides 46 to 951 of SEQ ID NO: 11, nucleotides 67 to
796 of SEQ ID NO: 13, nucleotides 77 to 766 of SEQ ID NO:
15, nucleotides 52 to 921 of SEQ ID NO: 17, nucleotides 46
to 851 of SEQ ID NO: 19, nucleotides 55 to 1239 of SEQ ID
NO: 21, nucleotides 46 to 1250 of SEQ ID NO: 23, nucle-
otides 58 to 811 of SEQ ID NO: 25, nucleotides 64 to 1112 of
SEQ ID NO: 27, nucleotides 64 to 859 of SEQ ID NO: 29,
nucleotides 64 to 1018 of SEQ ID NO: 31, nucleotides 70 to
1483 of SEQ ID NO: 33, nucleotides 76 to 832 of SEQ ID
NO: 35, nucleotides 58 to 974 of SEQ ID NO: 37, nucleotides
52 to 875 of SEQ ID NO: 39, nucleotides 58 to 1250 of SEQ
ID NO: 41, nucleotides 52 to 795 of SEQ ID NO: 43, nucle-
otides 64 to 1104 of SEQ ID NO: 45, nucleotides 73 to 990 of
SEQ ID NO: 47, nucleotides 49 to 1218 of SEQ ID NO: 49,
nucleotides 55 to 930 of SEQ ID NO: 51, nucleotides 67 to
1581 of SEQ ID NO: 53, nucleotides 49 to 865 of SEQ ID
NO: 55, nucleotides 58 to 1065 of SEQ ID NO: 57, nucle-
otides 67 to 868 of SEQ ID NO: 59, nucleotides 55 to 1099 of
SEQ ID NO: 61, nucleotides 70 to 1483 of SEQ ID NO: 63,
nucleotides 61 to 1032 of SEQ ID NO: 141, nucleotides 61 to
1167 of SEQ ID NO: 143, nucleotides 64 to 1218 of SEQ ID
NO: 145, nucleotides 58 to 1281 of SEQ ID NO: 147, nucle-
otides 52 to 801 of SEQ ID NO: 149, nucleotides 61 to 819 of
SEQ ID NO: 151, nucleotides 61 to 966 of SEQ ID NO: 153,
nucleotides 52 to 702 of SEQ ID NO: 155, nucleotides 70 to
699 of SEQ ID NO: 157, nucleotides 49 to 711 of SEQ ID
NO: 159, nucleotides 76 to 1452 of SEQ ID NO: 161, or
nucleotides 64 to 1018 of SEQ ID NO: 163.

The nucleotide sequence of SEQ ID NO: 1, SEQ ID NO: 3,
SEQ ID NO: 5, SEQ ID NO: 7, SEQ ID NO: 9, SEQ ID NO:
11, SEQ ID NO: 13, SEQ ID NO: 15, SEQ ID NO: 17, SEQ
IDNO: 19, SEQIDNO: 21, SEQIDNO: 23, SEQID NO: 25,
SEQ ID NO: 27, SEQ ID NO: 29, SEQ ID NO: 31, SEQ ID
NO: 33, SEQ ID NO: 35, SEQ ID NO: 37, SEQ ID NO: 39,
SEQ ID NO: 41, SEQ ID NO: 43, SEQ ID NO: 45, SEQ ID
NO: 47, SEQ ID NO: 49, SEQ ID NO: 51, SEQ ID NO: 53,
SEQ ID NO: 55, SEQ ID NO: 57, SEQ ID NO: 59, SEQ ID
NO: 61, SEQIDNO: 63, SEQIDNO: 141, SEQID NO: 143,
SEQ ID NO: 145, SEQID NO: 147, SEQ ID NO: 149, SEQ
IDNO: 151, SEQIDNO: 153, SEQIDNO: 155, SEQ ID NO:
157,SEQIDNO: 159, SEQID NO: 161, or SEQIDNO: 163,
or a subsequence thereof; as well as the amino acid sequence
of SEQIDNO: 2, SEQIDNO: 4, SEQID NO: 6, SEQ ID NO:
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8, SEQID NO: 10, SEQIDNO: 12, SEQ ID NO: 14, SEQ ID
NO: 16, SEQ ID NO: 18, SEQ ID NO: 20, SEQ ID NO: 22,
SEQ ID NO: 24, SEQ ID NO: 26, SEQ ID NO: 28, SEQ ID
NO: 30, SEQ ID NO: 32, SEQ ID NO: 34, SEQ ID NO: 36,
SEQ ID NO: 38, SEQ ID NO: 40, SEQ ID NO: 42, SEQ ID
NO: 44, SEQ ID NO: 46, SEQ ID NO: 48, SEQ ID NO: 50,
SEQ ID NO: 52, SEQ ID NO: 54, SEQ ID NO: 56, SEQ ID
NO: 58, SEQ ID NO: 60, SEQ ID NO: 62, SEQ ID NO: 64,
SEQ ID NO: 142, SEQ ID NO: 144, SEQ ID NO: 146, SEQ
IDNO: 148, SEQIDNO: 150, SEQIDNO: 152, SEQID NO:
154, SEQ ID NO: 156, SEQ ID NO: 158, SEQ ID NO: 160,
SEQID NO: 162, or SEQ ID NO: 164, or a fragment thereof,
may be used to design a nucleic acid probe to identify and
clone DNA encoding polypeptides having cellulolytic
enhancing activity from strains of different genera or species
according to methods well known in the art. In particular,
such probes can be used for hybridization with the genomic
DNA or ¢cDNA of the genus or species of interest, following
standard Southern blotting procedures, in order to identify
and isolate the corresponding gene therein. Such probes can
be considerably shorter than the entire sequence, but should
be at least 14, preferably at least 25, more preferably at least
35, and most preferably at least 70 nucleotides in length. It is,
however, preferred that the nucleic acid probe is at least 100
nucleotides in length. For example, the nucleic acid probe
may be at least 200 nucleotides, preferably at least 300 nucle-
otides, more preferably at least 400 nucleotides, or most
preferably at least 500 nucleotides in length. Even longer
probes may be used, e.g., nucleic acid probes that are prefer-
ably at least 600 nucleotides, more preferably at least 700
nucleotides, even more preferably at least 800 nucleotides, or
most preferably at least 900 nucleotides in length. Both DNA
and RNA probes can be used. The probes are typically labeled
for detecting the corresponding gene (for example, with *P,
H, 3°S, biotin, or avidin). Such probes are encompassed by
the present invention.

A genomic DNA or cDNA library prepared from such
other strains may, therefore, be screened for DNA that hybrid-
izes with the probes described above and encodes a polypep-
tide having cellulolytic enhancing activity. Genomic or other
DNA from such other strains may be separated by agarose or
polyacrylamide gel electrophoresis, or other separation tech-
niques. DNA from the libraries or the separated DNA may be
transferred to and immobilized on nitrocellulose or other
suitable carrier material. In order to identify a clone or DNA
that is homologous with SEQ ID NO: 1, SEQ ID NO: 3, SEQ
ID NO: 5, SEQ ID NO: 7, SEQ ID NO: 9, SEQ ID NO: 11,
SEQ ID NO: 13, SEQ ID NO: 15, SEQ ID NO: 17, SEQ ID
NO: 19, SEQ ID NO: 21, SEQ ID NO: 23, SEQ ID NO: 25,
SEQ ID NO: 27, SEQ ID NO: 29, SEQ ID NO: 31, SEQ ID
NO: 33, SEQ ID NO: 35, SEQ ID NO: 37, SEQ ID NO: 39,
SEQ ID NO: 41, SEQ ID NO: 43, SEQ ID NO: 45, SEQ ID
NO: 47, SEQ ID NO: 49, SEQ ID NO: 51, SEQ ID NO: 53,
SEQ ID NO: 55, SEQ ID NO: 57, SEQ ID NO: 59, SEQ ID
NO: 61, SEQIDNO: 63, SEQIDNO: 141, SEQID NO: 143,
SEQ ID NO: 145, SEQ ID NO: 147, SEQ ID NO: 149, SEQ
IDNO: 151, SEQIDNO: 153, SEQIDNO: 155, SEQID NO:
157, SEQIDNO: 159, SEQ IDNO: 161, or SEQIDNO: 163,
or a subsequence thereof, the carrier material is preferably
used in a Southern blot.

For purposes of the present invention, hybridization indi-
cates that the nucleotide sequence hybridizes to a labeled
nucleic acid probe corresponding to the mature polypeptide
coding sequence of SEQ ID NO: 1, SEQ ID NO: 3, SEQ ID
NO: 5, SEQID NO: 7, SEQ ID NO: 9, SEQID NO: 11, SEQ
IDNO: 13,SEQIDNO: 15, SEQIDNO: 17,SEQIDNO: 19,
SEQ ID NO: 21, SEQ ID NO: 23, SEQ ID NO: 25, SEQ ID
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NO: 27, SEQ ID NO: 29, SEQ ID NO: 31, SEQ ID NO: 33,
SEQ ID NO: 35, SEQ ID NO: 37, SEQ ID NO: 39, SEQ ID
NO: 41, SEQ ID NO: 43, SEQ ID NO: 45, SEQ ID NO: 47,
SEQ ID NO: 49, SEQ ID NO: 51, SEQ ID NO: 53, SEQ ID
NO: 55, SEQ ID NO: 57, SEQ ID NO: 59, SEQ ID NO: 61,
SEQIDNO: 63, SEQID NO: 141, SEQ IDNO: 143, SEQ ID
NO: 145, SEQ ID NO: 147, SEQ ID NO: 149, SEQ ID NO:
151, SEQ ID NO: 153, SEQ ID NO: 155, SEQ ID NO: 157,
SEQID NO: 159, SEQ ID NO: 161, or SEQ ID NO: 163; the
genomic DNA sequence of the mature polypeptide coding
sequence of SEQ ID NO: 7, SEQ ID NO: 9, SEQ ID NO: 11,
SEQIDNO: 15, SEQ ID NO: 155, SEQ ID NO: 157, or SEQ
IDNO: 159, or the cDNA sequence of the mature polypeptide
coding sequence of SEQ ID NO: 1, SEQ ID NO: 3, SEQ ID
NO: 5, SEQ ID NO: 13, SEQ ID NO: 17, SEQ ID NO: 19,
SEQ ID NO: 21, SEQ ID NO: 23, SEQ ID NO: 25, SEQ ID
NO: 27, SEQ ID NO: 29, SEQ ID NO: 31, SEQ ID NO: 33,
SEQ ID NO: 35, SEQ ID NO: 37, SEQ ID NO: 39, SEQ ID
NO: 41, SEQ ID NO: 43, SEQ ID NO: 45, SEQ ID NO: 47,
SEQ ID NO: 49, SEQ ID NO: 51, SEQ ID NO: 53, SEQ ID
NO: 55, SEQ ID NO: 57, SEQ ID NO: 59, SEQ ID NO: 61,
SEQIDNO: 63, SEQID NO: 141, SEQ IDNO: 143, SEQ ID
NO: 145, SEQ ID NO: 147, SEQ ID NO: 149, SEQ ID NO:
151, SEQIDNO: 153, SEQIDNO: 161,0r SEQID NO: 163;
the full-length complementary strand thereof; or a subse-
quence thereof, under very low to very high stringency con-
ditions, as described supra.

In a preferred aspect, the nucleic acid probe is the mature
polypeptide coding sequence of SEQ ID NO: 1. In another
preferred aspect, the nucleic acid probe is nucleotides 388 to
1332 of SEQ ID NO: 1. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 2, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 1. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pEJG120
which is contained in E. co/i NRRL B-30699, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pEJG120 which is con-
tained in . coli NRRL B-30699.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 3. In
another preferred aspect, the nucleic acid probe is nucleotides
98 to 821 of SEQ ID NO: 3. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 4, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 3. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pTter61C
which is contained in E. co/i NRRL B-30813, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pTter61C which is con-
tained in . coli NRRL B-30813.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 5. In
another preferred aspect, the nucleic acid probe is nucleotides
126 10 978 of SEQ ID NO: 5. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 6, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 5. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pTter61D
which is contained in E. co/i NRRL B-30812, wherein the
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polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pTter61 D which is con-
tained in E. coli NRRL B-30812.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 7. In
another preferred aspect, the nucleic acid probe is nucleotides
55 to 678 of SEQ ID NO: 7. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 8, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 7. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pTter61E
which is contained in E. col/i NRRL B-30814, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pTter61E which is con-
tained in E. coli NRRL B-30814.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 9. In
another preferred aspect, the nucleic acid probe is nucleotides
58 10 912 of SEQ ID NO: 9 In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 10, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 9. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pTter61G
which is contained in E. col/i NRRL B-30811, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pTter61G which is con-
tained in E. coli NRRL B-30811.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 11. In
another preferred aspect, the nucleic acid probe is nucleotides
4610 951 of SEQ ID NO: 11. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 12, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 11. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pTter61F
which is contained in E. col/i NRRL B-50044, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing region contained in plasmid pTter61F which is contained
in E. coli NRRL B-50044.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 13. In
another preferred aspect, the nucleic acid probe is nucleotides
6710 796 of SEQ ID NO: 13. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 14, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 13. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pDZA2-7
which is contained in E. col/i NRRL B-30704, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pDZA2-7 which is con-
tained in E. coli NRRL B-30704.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 15. In
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another preferred aspect, the nucleic acid probe is nucleotides
77 to 766 of SEQ ID NO: 15. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 16, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 15. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pTr3337
which is contained in E. co/i NRRL B-30878, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pTr3337 which is con-
tained in E. coli NRRL B-30878.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 17. In
another preferred aspect, the nucleic acid probe is nucleotides
5210921 of SEQ ID NO: 17. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 18, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 17. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pSMail 90
which is contained in E. co/i NRRL B-50084, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pSMail90 which is con-
tained in E. coli NRRL B-50084.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 19. In
another preferred aspect, the nucleic acid probe is nucleotides
4610 851 of SEQ ID NO: 19. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 20, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 19. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pSMail 92
which is contained in E. co/i NRRL B-50086, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pSMail92 which is con-
tained in E. coli NRRL B-50086.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 21. In
another preferred aspect, the nucleic acid probe is nucleotides
55101239 of SEQ ID NO: 21. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 22, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 21. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pSMail91
which is contained in E. co/i NRRL B-50085, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pSMail91 which is con-
tained in E. coli NRRL B-50085.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 23. In
another preferred aspect, the nucleic acid probe is nucleotides
46101250 of SEQ ID NO: 23. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 24, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 23. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pSMail93
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which is contained in E. col/i NRRL B-50087, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pSMail93 which is con-
tained in E. coli NRRL B-50087.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 25. In
another preferred aspect, the nucleic acid probe is nucleotides
5810 811 of SEQ ID NO: 25. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 26, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 25. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pSMail87
which is contained in E. col/i NRRL B-50083, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pSMail87 which is con-
tained in E. coli NRRL B-50083.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 27. In
another preferred aspect, the nucleic acid probe is nucleotides
6410 1112 of SEQ ID NO: 27. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 28, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 27. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid
pXYZ1473 which is contained in E. coli DSM 22075,
wherein the polynucleotide sequence thereof encodes a
polypeptide having cellulolytic enhancing activity. In another
preferred aspect, the nucleic acid probe is the mature
polypeptide coding sequence contained in plasmid
pXYZ1473 which is contained in E. coli DSM 22075.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 29. In
another preferred aspect, the nucleic acid probe is nucleotides
64 t0 859 of SEQ ID NO: 29. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 30, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 29.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 31. In
another preferred aspect, the nucleic acid probe is nucleotides
6410 1018 of SEQ ID NO: 31. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 32, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 31. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pGEM-T-
Ppin7 which is contained in £. coli DSM 22711, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pGEM-T-Ppin7 which is
contained in E. coli DSM 22711.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 33. In
another preferred aspect, the nucleic acid probe is nucleotides
7010 1483 of SEQ ID NO: 33. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 34, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 33. In another preferred aspect, the nucleic acid probe is
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the polynucleotide sequence contained in plasmid
pXYZ1483 which is contained in E. coli DSM 22600,
wherein the polynucleotide sequence thereof encodes a
polypeptide having cellulolytic enhancing activity. In another
preferred aspect, the nucleic acid probe is the mature
polypeptide coding sequence contained in plasmid
pXYZ1483 which is contained in E. coli DSM 22600.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 35. In
another preferred aspect, the nucleic acid probe is nucleotides
7610 832 of SEQ ID NO: 35. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 36, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 35. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pGEM-T-
GH61D23Y4 which is contained in E. coli DSM 22882,
wherein the polynucleotide sequence thereof encodes a
polypeptide having cellulolytic enhancing activity. In another
preferred aspect, the nucleic acid probe is the mature
polypeptide coding sequence contained in plasmid pGEM-T-
GH61D23Y4 which is contained in £. coli DSM 22882.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 37. In
another preferred aspect, the nucleic acid probe is nucleotides
5810 974 of SEQ ID NO: 37. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 38, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 37. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pSMai213
which is contained in E. co/i NRRL B-50300, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pSMai213 which is con-
tained in E. coli NRRL B-50300.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 39. In
another preferred aspect, the nucleic acid probe is nucleotides
5210 875 of SEQ ID NO: 39. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 40, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 39. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pSMai216
which is contained in E. co/i NRRL B-50301, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pSMai216 which is con-
tained in E. coli NRRL B-50301.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 41. In
another preferred aspect, the nucleic acid probe is nucleotides
5810 1250 of SEQ ID NO: 41. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 42, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 41. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid p
pSMai217 which is contained in F. col/i NRRL B-50302,
wherein the polynucleotide sequence thereof encodes a
polypeptide having cellulolytic enhancing activity. In another
preferred aspect, the nucleic acid probe is the mature
polypeptide coding sequence contained in plasmid
pSMai217 which is contained in £. coli NRRL B-50302.
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In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 43. In
another preferred aspect, the nucleic acid probe is nucleotides
5210 795 of SEQ ID NO: 43. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 44, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 43. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pSMai2 18
which is contained in E. col/i NRRL B-50303, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pSMai218 which is con-
tained in E. coli NRRL B-50303.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 45. In
another preferred aspect, the nucleic acid probe is nucleotides
6410 1104 of SEQ ID NO: 45. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 46, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 45. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pAG68
which is contained in E. col/i NRRL B-50320, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pAG68 which is contained
in E. coli NRRL B-50320.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 47. In
another preferred aspect, the nucleic acid probe is nucleotides
7310 990 of SEQ ID NO: 47. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 48, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 47. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pAG69
which is contained in E. col/i NRRL B-50321, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pAG69 which is contained
in E. coli NRRL B-50321.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 49. In
another preferred aspect, the nucleic acid probe is nucleotides
49101218 of SEQ ID NO: 49. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 50, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 49. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pAG75
which is contained in E. col/i NRRL B-50322, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pAG75 which is contained
in E. coli NRRL B-50322.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 51. In
another preferred aspect, the nucleic acid probe is nucleotides
5510 930 of SEQ ID NO: 51. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 52, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
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NO: 51. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pAG76
which is contained in E. co/i NRRL B-50323, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pAG76 which is contained
in E. coli NRRL B-50323.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 53. In
another preferred aspect, the nucleic acid probe is nucleotides
6710 1581 of SEQ ID NO: 53. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 54, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 53. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pAG77
which is contained in E. co/i NRRL B-50324, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pAG77 which is contained
in E. coli NRRL B-50324.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 55. In
another preferred aspect, the nucleic acid probe is nucleotides
4910 865 of SEQ ID NO: 55. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 56, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 55. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pAG78
which is contained in E. co/i NRRL B-50325, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pAG78 which is contained
in E. coli NRRL B-50325.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 57. In
another preferred aspect, the nucleic acid probe is nucleotides
5810 1065 of SEQ ID NO: 57. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 58, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 57. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid p pAG79
which is contained in E. co/i NRRL B-50326, wherein the
polynucleotide sequence thereof encodes a polypeptide hav-
ing cellulolytic enhancing activity. In another preferred
aspect, the nucleic acid probe is the mature polypeptide cod-
ing sequence contained in plasmid pAG79 which is contained
in E. coli NRRL B-50326.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 59. In
another preferred aspect, the nucleic acid probe is nucleotides
67 to 868 of SEQ ID NO: 59. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 60, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 59. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid plasmid
pGEM-T-GH61a51486 which is contained in E. coli DSM
22656, wherein the polynucleotide sequence thereof encodes
a polypeptide having cellulolytic enhancing activity. In
another preferred aspect, the nucleic acid probe is the mature
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polypeptide coding sequence contained in plasmid plasmid
pGEM-T-GH61a51486 which is contained in E. coli DSM
22656.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 61. In
another preferred aspect, the nucleic acid probe is nucleotides
55101099 of SEQ ID NO: 61. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 62, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 61. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pGEM-T-
GHG61DYF which is contained in E. coli DSM 22654,
wherein the polynucleotide sequence thereof encodes a
polypeptide having cellulolytic enhancing activity. In another
preferred aspect, the nucleic acid probe is the mature
polypeptide coding sequence contained in plasmid pGEM-T-
GH61DYF which is contained in . coli DSM 22654.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 63. In
another preferred aspect, the nucleic acid probe is nucleotides
7010 1483 of SEQ ID NO: 63. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 64, or a subsequence thereof.
In another preferred aspect, the nucleic acid probe is SEQ ID
NO: 63. In another preferred aspect, the nucleic acid probe is
the polynucleotide sequence contained in plasmid pGEM-T-
GH61D14YH which is contained in E. coli DSM 22657,
wherein the polynucleotide sequence thereof encodes a
polypeptide having cellulolytic enhancing activity. In another
preferred aspect, the nucleic acid probe is the mature
polypeptide coding sequence contained in plasmid pGEM-T-
GH61D14YH which is contained in E. coli DSM 22657.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 141. In
another preferred aspect, the nucleic acid probe is nucleotides
61 to 1032 of SEQ ID NO: 141. In another preferred aspect,
the nucleic acid probe is a polynucleotide sequence that
encodes the polypeptide of SEQ ID NO: 141, or a subse-
quence thereof. In another preferred aspect, the nucleic acid
probe is SEQ ID NO: 141.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 143. In
another preferred aspect, the nucleic acid probe is nucleotides
61 to 1167 of SEQ ID NO: 143. In another preferred aspect,
the nucleic acid probe is a polynucleotide sequence that
encodes the polypeptide of SEQ ID NO: 143, or a subse-
quence thereof. In another preferred aspect, the nucleic acid
probe is SEQ ID NO: 143.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 145. In
another preferred aspect, the nucleic acid probe is nucleotides
64 to 1218 of SEQ ID NO: 145. In another preferred aspect,
the nucleic acid probe is a polynucleotide sequence that
encodes the polypeptide of SEQ ID NO: 145, or a subse-
quence thereof. In another preferred aspect, the nucleic acid
probe is SEQ ID NO: 145.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 147. In
another preferred aspect, the nucleic acid probe is nucleotides
58 to 1281 of SEQ ID NO: 147. In another preferred aspect,
the nucleic acid probe is a polynucleotide sequence that
encodes the polypeptide of SEQ ID NO: 147, or a subse-
quence thereof. In another preferred aspect, the nucleic acid
probe is SEQ ID NO: 147.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 149. In
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another preferred aspect, the nucleic acid probe is nucleotides
5210801 of SEQ ID NO: 149. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 149, or a subsequence
thereof. In another preferred aspect, the nucleic acid probe is
SEQ ID NO: 149.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 151. In
another preferred aspect, the nucleic acid probe is nucleotides
6110819 of SEQ ID NO: 151. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 151, or a subsequence
thereof. In another preferred aspect, the nucleic acid probe is
SEQ ID NO: 151.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 153. In
another preferred aspect, the nucleic acid probe is nucleotides
6110966 of SEQ ID NO: 153. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 153, or a subsequence
thereof. In another preferred aspect, the nucleic acid probe is
SEQ ID NO: 153.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 155. In
another preferred aspect, the nucleic acid probe is nucleotides
5210702 of SEQ ID NO: 155. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 155, or a subsequence
thereof. In another preferred aspect, the nucleic acid probe is
SEQ ID NO: 155.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 157. In
another preferred aspect, the nucleic acid probe is nucleotides
7010 699 of SEQ ID NO: 157. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 157, or a subsequence
thereof. In another preferred aspect, the nucleic acid probe is
SEQ ID NO: 157.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 159. In
another preferred aspect, the nucleic acid probe is nucleotides
4910711 of SEQ ID NO: 159. In another preferred aspect, the
nucleic acid probe is a polynucleotide sequence that encodes
the polypeptide of SEQ ID NO: 159, or a subsequence
thereof. In another preferred aspect, the nucleic acid probe is
SEQ ID NO: 159.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 161. In
another preferred aspect, the nucleic acid probe is nucleotides
7610 1452 of SEQ ID NO: 161. In another preferred aspect,
the nucleic acid probe is a polynucleotide sequence that
encodes the polypeptide of SEQ ID NO: 161, or a subse-
quence thereof. In another preferred aspect, the nucleic acid
probe is SEQ ID NO: 161.

In another preferred aspect, the nucleic acid probe is the
mature polypeptide coding sequence of SEQ ID NO: 163. In
another preferred aspect, the nucleic acid probe is nucleotides
64 to 1018 of SEQ ID NO: 163. In another preferred aspect,
the nucleic acid probe is a polynucleotide sequence that
encodes the polypeptide of SEQ ID NO: 163, or a subse-
quence thereof. In another preferred aspect, the nucleic acid
probe is SEQ ID NO: 163.

For long probes of at least 100 nucleotides in length, very
low to very high stringency conditions are defined as prehy-
bridization and hybridization at 42° C. in 5xSSPE, 0.3%
SDS, 200 micrograms/ml sheared and denatured salmon
sperm DNA, and either 25% formamide for very low and low
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stringencies, 35% formamide for medium and medium-high
stringencies, or 50% formamide for high and very high strin-
gencies, following standard Southern blotting procedures for
12 to 24 hours optimally. The carrier material is finally
washed three times each for 15 minutes using 2xSSC, 0.2%
SDS at 45° C. (very low stringency), at 50° C. (low strin-
gency), at 55° C. (medium stringency), at 60° C. (medium-
high stringency), at 65° C. (high stringency), and at 70° C.
(very high stringency).

For short probes of about 15 nucleotides to about 70 nucle-
otides in length, stringency conditions are defined as prehy-
bridization and hybridization at about 5° C. to about 10° C.
below the calculated T, using the calculation according to
Bolton and McCarthy (1962, Proc. Natl. Acad. Sci. USA
48:1390) in 0.9 M NaCl, 0.09 M Tris-HCI pH 7.6, 6 mM
EDTA, 0.5% NP-40, 1x Denhardt’s solution, 1 mM sodium
pyrophosphate, 1 mM sodium monobasic phosphate, 0.1 mM
ATP, and 0.2 mg of yeast RNA per ml following standard
Southern blotting procedures for 12 to 24 hours optimally.
The carrier material is finally washed once in 6xSCC plus
0.1% SDS for 15 minutes and twice each for 15 minutes using
6xSSC at 5° C. to 10° C. below the calculated T,,,.

In a fifth aspect, the polypeptide having cellulolytic
enhancing activity is encoded by a polynucleotide compris-
ing or consisting of a nucleotide sequence that has a degree of
identity to the mature polypeptide coding sequence of SEQ
IDNO: 1,SEQIDNO: 3,SEQIDNO: 5,SEQIDNO: 7, SEQ
IDNO: 9, SEQIDNO: 11, SEQIDNO: 13, SEQ ID NO: 15,
SEQ ID NO: 17, SEQ ID NO: 19, SEQ ID NO: 21, SEQ ID
NO: 23, SEQ ID NO: 25, SEQ ID NO: 27, SEQ ID NO: 29,
SEQ ID NO: 31, SEQ ID NO: 33, SEQ ID NO: 35, SEQ ID
NO: 37, SEQ ID NO: 39, SEQ ID NO: 41, SEQ ID NO: 43,
SEQ ID NO: 45, SEQ ID NO: 47, SEQ ID NO: 49, SEQ ID
NO: 51, SEQ ID NO: 53, SEQ ID NO: 55, SEQ ID NO: 57,
SEQ ID NO: 59, SEQ ID NO: 61, SEQ ID NO: 63, SEQ ID
NO: 141, SEQ ID NO: 143, SEQ ID NO: 145, SEQ ID NO:
147, SEQ ID NO: 149, SEQ ID NO: 151, SEQ ID NO: 153,
SEQ ID NO: 155, SEQ ID NO: 157, SEQ ID NO: 159, SEQ
ID NO: 161, or SEQ ID NO: 163 of preferably at least 60%,
more preferably at least 65%, more preferably at least 70%,
more preferably at least 75%, more preferably at least 80%,
more preferably at least 85%, even more preferably at least
90%, most preferably at least 91%, at least 92%, at least 93%,
atleast 94%, or at least 95%, and even most preferably at least
96%, at least 97%, at least 98%, at least 99%, or at least 100%.

In a sixth aspect, the polypeptide having cellulolytic
enhancing activity is an artificial variant comprising a substi-
tution, deletion, and/or insertion of one or more (e.g., several)
amino acids of the mature polypeptide of SEQ IDNO: 2, SEQ
ID NO: 4, SEQ ID NO: 6, SEQ ID NO: 8, SEQ ID NO: 10,
SEQIDNO: 12, 0r SEQID NO: 14, SEQIDNO: 16, SEQ ID
NO: 18, SEQ ID NO: 20, SEQ ID NO: 22, SEQ ID NO: 24,
SEQ ID NO: 26, SEQ ID NO: 28, SEQ ID NO: 30, SEQ ID
NO: 32, SEQ ID NO: 34, SEQ ID NO: 36, SEQ ID NO: 38,
SEQ ID NO: 40, SEQ ID NO: 42, SEQ ID NO: 44, SEQ ID
NO: 46, SEQ ID NO: 48, SEQ ID NO: 50, SEQ ID NO: 52,
SEQ ID NO: 54, SEQ ID NO: 56, SEQ ID NO: 58, SEQ ID
NO: 60, SEQ ID NO: 62, SEQ ID NO: 64, SEQ ID NO: 142,
SEQ ID NO: 144, SEQ ID NO: 146, SEQ ID NO: 148, SEQ
IDNO: 150,SEQIDNO: 152, SEQIDNO: 154, SEQID NO:
156, SEQ ID NO: 158, SEQ ID NO: 160, SEQ IDNO: 162, or
SEQ ID NO: 164; or a homologous sequence thereof. Pref-
erably, amino acid changes are of a minor nature, that is
conservative amino acid substitutions or insertions that do not
significantly affect the folding and/or activity of the protein;
small deletions, typically of one to about 30 amino acids;
small amino- or carboxyl-terminal extensions, such as an
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amino-terminal methionine residue; a small linker peptide of
up to about 20-25 residues; or a small extension that facili-
tates purification by changing net charge or another function,
such as a poly-histidine tract, an antigenic epitope or a bind-
ing domain.

Examples of conservative substitutions are within the
group of basic amino acids (arginine, lysine and histidine),
acidic amino acids (glutamic acid and aspartic acid), polar
amino acids (glutamine and asparagine), hydrophobic amino
acids (leucine, isoleucine and valine), aromatic amino acids
(phenylalanine, tryptophan and tyrosine), and small amino
acids (glycine, alanine, serine, threonine and methionine).
Amino acid substitutions that do not generally alter specific
activity are known in the art and are described, for example,
by H. Neurath and R. L. Hill, 1979, In, The Proteins, Aca-
demic Press, New York. The most commonly occurring
exchanges are Ala/Ser, Val/lle, Asp/Glu, Thr/Ser, Ala/Gly,
Ala/Thr, Ser/Asn, Ala/Val, Ser/Gly, Tyr/Phe, Ala/Pro, Lys/
Arg, Asp/Asn, Leu/Ile, Leu/Val, Ala/Glu, and Asp/Gly.

Alternatively, the amino acid changes are of such a nature
that the physico-chemical properties of the polypeptides are
altered. For example, amino acid changes may improve the
thermal stability of the polypeptide, alter the substrate speci-
ficity, change the pH optimum, and the like.

Essential amino acids in a parent polypeptide can be iden-
tified according to procedures known in the art, such as site-
directed mutagenesis or alanine-scanning mutagenesis (Cun-
ningham and Wells, 1989, Science 244: 1081-1085). In the
latter technique, single alanine mutations are introduced at
every residue in the molecule, and the resultant mutant mol-
ecules are tested for cellulolytic enhancing activity to identify
amino acid residues that are critical to the activity of the
molecule. See also, Hilton et al., 1996, J. Biol. Chem. 271:
4699-4708. The active site of the enzyme or other biological
interaction can also be determined by physical analysis of
structure, as determined by such techniques as nuclear mag-
netic resonance, crystallography, electron diffraction, or pho-
toaffinity labeling, in conjunction with mutation of putative
contact site amino acids. See, for example, de Vos etal., 1992,
Science 255: 306-312; Smith et al., 1992, J. Mol. Biol. 224:
899-904; Wlodaver et al., 1992, FEBS Lett. 309: 59-64. The
identities of essential amino acids can also be inferred from
analysis of identities with polypeptides that are related to the
parent polypeptide.

Single or multiple amino acid substitutions, deletions, and/
or insertions can be made and tested using known methods of
mutagenesis, recombination, and/or shuffling, followed by a
relevant screening procedure, such as those disclosed by
Reidhaar-Olson and Sauer, 1988, Science 241: 53-57; Bowie
and Sauer, 1989, Proc. Natl. Acad. Sci. USA 86: 2152-2156;
WO 95/17413; or WO 95/22625. Other methods that can be
used include error-prone PCR, phage display (e.g., Lowman
et al., 1991, Biochemistry 30: 10832-10837; U.S. Pat. No.
5,223,409; WO 92/06204), and region-directed mutagenesis
(Derbyshire et al., 1986, Gene 46: 145; Ner et al., 1988, DNA
7:127).

Mutagenesis/shuffling methods can be combined with
high-throughput, automated screening methods to detect
activity of cloned, mutagenized polypeptides expressed by
host cells (Ness et al., 1999, Nature Biotechnology 17: 893-
896). Mutagenized DNA molecules that encode active
polypeptides can be recovered from the host cells and rapidly
sequenced using standard methods in the art. These methods
allow the rapid determination of the importance of individual
amino acid residues in a polypeptide.

The total number of amino acid substitutions, deletions
and/or insertions of the mature polypeptide of SEQ ID NO: 2,
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SEQ ID NO: 4, SEQ ID NO: 6, SEQ ID NO: 8, SEQ ID NO:
10, SEQIDNO: 12, or SEQ IDNO: 14, SEQID NO: 16, SEQ
IDNO: 18, SEQID NO: 20, SEQIDNO: 22, SEQ ID NO: 24,
SEQ ID NO: 26, SEQ ID NO: 28, SEQ ID NO: 30, SEQ ID
NO: 32, SEQ ID NO: 34, SEQ ID NO: 36, SEQ ID NO: 38,
SEQ ID NO: 40, SEQ ID NO: 42, SEQ ID NO: 44, SEQ ID
NO: 46, SEQ ID NO: 48, SEQ ID NO: 50, SEQ ID NO: 52,
SEQ ID NO: 54, SEQ ID NO: 56, SEQ ID NO: 58, SEQ ID
NO: 60, SEQ ID NO: 62, SEQ ID NO: 64, SEQ ID NO: 142,
SEQ ID NO: 144, SEQ ID NO: 146, SEQ ID NO: 148, SEQ
IDNO: 150,SEQIDNO: 152, SEQID NO: 154, SEQID NO:
156, SEQ IDNO: 158, SEQ ID NO: 160, SEQ ID NO: 162, or
SEQ ID NO: 164, is not more than 10, e.g., 1,2,3,4,5,6,7,
8orH.

A polypeptide having cellulolytic enhancing activity may
be obtained from microorganisms of any genus. For purposes
of the present invention, the term “obtained from” as used
herein in connection with a given source shall mean that the
polypeptide encoded by a polynucleotide is produced by the
source or by a strain in which the polynucleotide from the
source has been inserted. In one aspect, the polypeptide
obtained from a given source is secreted extracellularly.

A polypeptide having cellulolytic enhancing activity may
be a bacterial polypeptide. For example, the polypeptide may
be a gram positive bacterial polypeptide such as a Bacillus,
Streptococcus, Streptomyces, Staphylococcus, Enterococcus,
Lactobacillus, Lactococcus, Clostridium, Geobacillus, or
Oceanobacillus polypeptide having cellulolytic enhancing
activity, or a Gram negative bacterial polypeptide such as an
E. coli, Pseudomonas, Salmonella, Campylobacter, Helico-
bacter, Flavobacterium, Fusobacterium, llyobacter, Neis-
seria, or Ureaplasma polypeptide having cellulolytic enhanc-
ing activity.

In one aspect, the polypeptide is a Bacillus alkalophilus,
Bacillus amyloliquefaciens, Bacillus brevis, Bacillus circu-
lans, Bacillus clausii, Bacillus coagulans, Bacillus firmus,
Bacillus lautus, Bacillus lentus, Bacillus licheniformis,
Bacillus megaterium, Bacillus pumilus, Bacillus stearother-
mophilus, Bacillus subtilis, or Bacillus thuringiensis
polypeptide having cellulolytic enhancing activity.

In another aspect, the polypeptide is a Streptococcus equi-
similis, Streptococcus pyogenes, Streptococcus uberis, or
Streptococcus equi subsp. Zooepidemicus polypeptide hav-
ing cellulolytic enhancing activity.

In another aspect, the polypeptide is a Streptomyces ach-
romogenes, Streptomyces avermitilis, Streptomyces coeli-
color, Streptomyces griseus, or Streptomyces lividans
polypeptide having cellulolytic enhancing activity.

The polypeptide having cellulolytic enhancing activity
may also be a fungal polypeptide, and more preferably a yeast
polypeptide such as a Candida, Kluyveromyces, Pichia, Sac-
charomyces, Schizosaccharomyces, or Yarrowia polypeptide
having cellulolytic enhancing activity; or more preferably a
filamentous fungal polypeptide such as an Acremonium,
Agaricus, Alternaria, Aspergillus, Aureobasidium, Botry-
ospaeria, Ceriporiopsis, Chaetomidium, Chrysosporium,
Claviceps, Cochliobolus, Coprinopsis, Coptotermes, Cory-
nascus, Cryphonectria, Cryptococcus, Diplodia, Exidia, Fili-
basidium, Fusarium, Gibberella, Holomastigotoides, Humi-
cola, Irpex, Lentinula, Leptospaeria, Magnaporthe,
Melanocarpus, Meripilus, Mucor, Myceliophthora, Neocaf-
fimastix, Neurospora, Paecilomyces, Penicillium, Phanero-
chaete, Piromyces, Poitrasia, Pseudoplectania, Pseudotri-
chonympha, Rhizomucor, Schizophyllum, Scytalidium,
Talaromyces, Thermoascus, Thielavia, Tolypocladium, Tri-
choderma, Trichophaea, Verticillium, Volvariella, or Xylaria
polypeptide having cellulolytic enhancing activity.



US 9,404,137 B2

57

In another aspect, the polypeptide is a Saccharomyces
carlsbergensis, Saccharomyces cerevisiae, Saccharomyces
diastaticus, Saccharomyces douglasii, Saccharomyces
kluyveri, Saccharomyces norbensis, or Saccharomyces ovi-
formis polypeptide having cellulolytic enhancing activity.

In another aspect, the polypeptide is an Acremonium cel-
lulolyticus, Aspergillus aculeatus, Aspergillus awamori,
Aspergillus fumigatus, Aspergillus foetidus, Aspergillus
Japonicus, Aspergillus nidulans, Aspergillus niger, Aspergil-
lus oryzae, Chrysosporium keratinophilum, Chrysosporium
lucknowense, Chrysosporium tropicum, Chrysosporium mer-
darium, Chrysosporium inops, Chrysosporium pannicola,
Chrysosporium queenslandicum, Chrysosporium zonatum,
Fusarium bactridioides, Fusarium cerealis, Fusarium crook-
wellense, Fusarium culmorum, Fusarium graminearum,
Fusarium graminum, Fusarvium heterosporum, Fusarium
negundi, Fusavium oxysporum, Fusarium reticulatum,
Fusarium roseum, Fusarium sambucinum, Fusarium sarco-
chroum, Fusarium sporotrichioides, Fusarium sulphureum,
Fusarium torulosum, Fusarium trichothecioides, Fusarium
venenatum, Humicola grisea, Humicola insolens, Humicola
lanuginosa, Irpex lacteus, Mucor miehei, Myceliophthora
thermophila, Neurospora crassa, Penicillium funiculosum,
Penicillium pinophilum, Penicillium purpurogenum, Phan-
erochaete chrysosporium, Thielavia achromatica, Thielavia
albomyces, Thielavia albopilosa, Thielavia australeinsis,
Thielavia fimeti, Thielavia microspora, Thielavia ovispora,
Thielavia peruviana, Thielavia spededonium, Thielavia
setosa, Thielavia subthermophila, Thielavia terrestris, Tri-
choderma harzianum, Trichoderma koningii, Trichoderma
longibrachiatum, Trichoderma reesei, Trichoderma viride, or
Trichophaea saccata polypeptide having cellulolytic enhanc-
ing activity.

It will be understood that for the aforementioned species
the invention encompasses both the perfect and imperfect
states, and other taxonomic equivalents, e.g., anamorphs,
regardless of the species name by which they are known.
Those skilled in the art will readily recognize the identity of
appropriate equivalents.

Strains of these species are readily accessible to the public
in a number of culture collections, such as the American Type
Culture Collection (ATCC), Deutsche Sammlung von Mik-
roorganismen and Zellkulturen GmbH (DSM), Centraalbu-
reau Voor Schimmelcultures (CBS), and Agricultural
Research Service Patent Culture Collection, Northern
Regional Research Center (NRRL).

Furthermore, polypeptides having cellulolytic enhancing
activity may be identified and obtained from other sources
including microorganisms isolated from nature (e.g., soil,
composts, water, etc.) using the above-mentioned probes.
Techniques for isolating microorganisms from natural habi-
tats are well known in the art. The polynucleotide may then be
obtained by similarly screening a genomic DNA or cDNA
library of such a microorganism. Once a polynucleotide
encoding a polypeptide has been detected with the probe(s),
the polynucleotide can be isolated or cloned by utilizing
techniques that are well known to those of ordinary skill in the
art (see, e.g., Sambrook et al., 1989, supra)

Polynucleotides comprising nucleotide sequences that
encode polypeptide having cellulolytic enhancing activity
can be isolated and utilized to express the polypeptide having
cellulolytic enhancing activity for evaluation in the methods
of the present invention.

The techniques used to isolate or clone a polynucleotide
encoding a polypeptide are known in the art and include
isolation from genomic DNA, preparation from cDNA, or a
combination thereof. The cloning of the polynucleotides from
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such genomic DNA can be effected, e.g., by using the well
known polymerase chain reaction (PCR) or antibody screen-
ing of expression libraries to detect cloned DNA fragments
with shared structural features. See, e.g., Innis et al., 1990,
PCR: A Guide to Methods and Application, Academic Press,
New York. Other nucleic acid amplification procedures such
as ligase chain reaction (LCR), ligation activated transcrip-
tion (LAT) and polynucleotide-based amplification
(NASBA) may be used. The polynucleotides may be cloned
from a strain or a related organism and thus, for example, may
be an allelic or species variant of the polypeptide encoding
region of the polynucleotide.

The polynucleotides comprise nucleotide sequences that
have a degree of identity to the mature polypeptide coding
sequence of SEQ ID NO: 1, SEQ ID NO: 3, SEQ ID NO: 5,
SEQIDNO: 7, SEQID NO: 9, SEQIDNO: 11, SEQ ID NO:
13, SEQ ID NO: 15, SEQ ID NO: 17, SEQ ID NO: 19, SEQ
IDNO: 21, SEQIDNO: 23, SEQIDNO: 25, SEQIDNO: 27,
SEQ ID NO: 29, SEQ ID NO: 31, SEQ ID NO: 33, SEQ ID
NO: 35, SEQ ID NO: 37, SEQ ID NO: 39, SEQ ID NO: 41,
SEQ ID NO: 43, SEQ ID NO: 45, SEQ ID NO: 47, SEQ ID
NO: 49, SEQ ID NO: 51, SEQ ID NO: 53, SEQ ID NO: 55,
SEQ ID NO: 57, SEQ ID NO: 59, SEQ ID NO: 61, SEQ ID
NO: 63, SEQ ID NO: 141, SEQ ID NO: 143, SEQ ID NO:
145, SEQ ID NO: 147, SEQ ID NO: 149, SEQ ID NO: 151,
SEQ ID NO: 153, SEQ ID NO: 155, SEQ ID NO: 157, SEQ
ID NO: 159, SEQ ID NO: 161, or SEQ ID NO: 163 of
preferably at least 60%, more preferably at least 65%, more
preferably at least 70%, more preferably at least 75%, more
preferably at least 80%, more preferably at least 85%, even
more preferably at least 90%, most preferably at least 91%, at
least 92%, at least 93%, at least 94%, or at least 95%, and even
most preferably at least 96%, at least 97%, at least 98%, or at
least 99%, which encode a polypeptide having cellulolytic
enhancing activity.

The polynucleotide may also be a polynucleotide encoding
a polypeptide having cellulolytic enhancing activity that
hybridizes under at least very low stringency conditions, pref-
erably at least low stringency conditions, more preferably at
least medium stringency conditions, more preferably at least
medium-high stringency conditions, even more preferably at
least high stringency conditions, and most preferably at least
very high stringency conditions with (i) the mature polypep-
tide coding sequence of SEQ ID NO: 1, SEQ ID NO: 3, SEQ
ID NO: 5, SEQ ID NO: 7, SEQ ID NO: 9, SEQ ID NO: 11,
SEQ ID NO: 13, SEQ ID NO: 15, SEQ ID NO: 17, SEQ ID
NO: 19, SEQ ID NO: 21, SEQ ID NO: 23, SEQ ID NO: 25,
SEQ ID NO: 27, SEQ ID NO: 29, SEQ ID NO: 31, SEQ ID
NO: 33, SEQ ID NO: 35, SEQ ID NO: 37, SEQ ID NO: 39,
SEQ ID NO: 41, SEQ ID NO: 43, SEQ ID NO: 45, SEQ ID
NO: 47, SEQ ID NO: 49, SEQ ID NO: 51, SEQ ID NO: 53,
SEQ ID NO: 55, SEQ ID NO: 57, SEQ ID NO: 59, SEQ ID
NO: 61, SEQID NO: 63, SEQIDNO: 141, SEQID NO: 143,
SEQ ID NO: 145, SEQ ID NO: 147, SEQ ID NO: 149, SEQ
IDNO: 151, SEQIDNO: 153, SEQID NO: 155, SEQID NO:
157, SEQIDNO: 159, SEQIDNO: 161, or SEQIDNO: 163,
(i1) the genomic DNA sequence of the mature polypeptide
coding sequence of SEQ ID NO: 7, SEQ ID NO: 9, SEQ ID
NO: 11, SEQID NO: 15, SEQID NO: 155, SEQID NO: 157,
or SEQ ID NO: 159 or the cDNA sequence of the mature
polypeptide coding sequence of SEQ ID NO: 1, SEQ ID NO:
3,SEQID NO: 5, SEQID NO: 13, SEQ ID NO: 17, SEQ ID
NO: 19, SEQ ID NO: 21, SEQ ID NO: 23, SEQ ID NO: 25,
SEQ ID NO: 27, SEQ ID NO: 29, SEQ ID NO: 31, SEQ ID
NO: 33, SEQ ID NO: 35, SEQ ID NO: 37, SEQ ID NO: 39,
SEQ ID NO: 41, SEQ ID NO: 43, SEQ ID NO: 45, SEQ ID
NO: 47, SEQ ID NO: 49, SEQ ID NO: 51, SEQ ID NO: 53,
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SEQ ID NO: 55, SEQ ID NO: 57, SEQ ID NO: 59, SEQ ID
NO: 61, SEQIDNO: 63, SEQIDNO: 141, SEQID NO: 143,
SEQ ID NO: 145, SEQID NO: 147, SEQ ID NO: 149, SEQ
IDNO: 151, SEQID NO: 153, SEQ ID NO: 161, or SEQ ID
NO: 163, or (iii) a full-length complementary strand of (i) or
(i1); or allelic variants and subsequences thereof (Sambrook et
al., 1989, supra), as defined herein.

As described earlier, the techniques used to isolate or clone
apolynucleotide encoding a polypeptide are known in the art
and include isolation from genomic DNA, preparation from
c¢DNA, or a combination thereof.

Enzyme Compositions

The enzyme compositions can comprise any protein that is
useful in degrading or converting a cellulosic material.

In one aspect, the enzyme composition comprises or fur-
ther comprises one or more (e.g., several) proteins selected
from the group consisting of a cellulase, a hemicellulase, an
esterase, an expansin, a laccase, a ligninolytic enzyme, a
pectinase, a peroxidase, a protease, and a swollenin. In
another aspect, the cellulase is preferably one or more (e.g.,
several) enzymes selected from the group consisting of an
endoglucanase, a cellobiohydrolase, and a beta-glucosidase.
In another aspect, the hemicellulase is preferably one or more
(e.g., several) enzymes selected from the group consisting of
an acetylmannan esterase, an acetylxylan esterase, an arabi-
nanase, an arabinofuranosidase, a coumaric acid esterase, a
feruloyl esterase, a galactosidase, a glucuronidase, a glucu-
ronoyl esterase, a mannanase, a mannosidase, a xylanase, and
a xylosidase.

In another aspect, the enzyme composition comprises one
or more (e.g., several) cellulolytic enzymes. In another
aspect, the enzyme composition comprises or further com-
prises one or more (e.g., several) hemicellulolytic enzymes.
In another aspect, the enzyme composition comprises one or
more (e.g., several) cellulolytic enzymes and one or more
(e.g., several) hemicellulolytic enzymes. In another aspect,
the enzyme composition comprises one or more (e.g., sev-
eral) enzymes selected from the group of cellulolytic
enzymes and hemicellulolytic enzymes. In another aspect,
the enzyme composition comprises an endoglucanase. In
another aspect, the enzyme composition comprises a cello-
biohydrolase. In another aspect, the enzyme composition
comprises a beta-glucosidase. In another aspect, the enzyme
composition comprises an endoglucanase and a cellobiohy-
drolase. In another aspect, the enzyme composition com-
prises an endoglucanase and a beta-glucosidase. In another
aspect, the enzyme composition comprises a cellobiohydro-
lase and a beta-glucosidase. In another aspect, the enzyme
composition comprises an endoglucanase, a cellobiohydro-
lase, and a beta-glucosidase.

In another aspect, the enzyme composition comprises an
acetylmannan esterase. In another aspect, the enzyme com-
position comprises an acetylxylan esterase. In another aspect,
the enzyme composition comprises an arabinanase (e.g.,
alpha-L-arabinanase). In another aspect, the enzyme compo-
sition comprises an arabinofuranosidase (e.g., alpha-L.-ara-
binofuranosidase). In another aspect, the enzyme composi-
tion comprises a coumaric acid esterase. In another aspect,
the enzyme composition comprises a feruloyl esterase. In
another aspect, the enzyme composition comprises a galac-
tosidase (e.g., alpha-galactosidase and/or beta-galactosi-
dase). In another aspect, the enzyme composition comprises
a glucuronidase (e.g., alpha-D-glucuronidase). In another
aspect, the enzyme composition comprises a glucuronoyl
esterase. In another aspect, the enzyme composition com-
prises a mannanase. In another aspect, the enzyme composi-
tion comprises a mannosidase (e.g., beta-mannosidase). In

10

15

20

25

30

35

40

45

50

55

60

65

60

another aspect, the enzyme composition comprises a xyla-
nase. In a preferred aspect, the xylanase is a Family 10 xyla-
nase. In another aspect, the enzyme composition comprises a
xylosidase (e.g., beta-xylosidase).

In another aspect, the enzyme composition comprises an
esterase. In another aspect, the enzyme composition com-
prises an expansin. In another aspect, the enzyme composi-
tion comprises a laccase. In another aspect, the enzyme com-
position comprises a ligninolytic enzyme. In a preferred
aspect, the ligninolytic enzyme is a manganese peroxidase. In
another preferred aspect, the ligninolytic enzyme is a lignin
peroxidase. In another preferred aspect, the ligninolytic
enzyme is a H,O,-producing enzyme. In another aspect, the
enzyme composition comprises a pectinase. In another
aspect, the enzyme composition comprises a peroxidase. In
another aspect, the enzyme composition comprises a pro-
tease. In another aspect, the enzyme composition comprises a
swollenin

In the methods of the present invention, the enzyme(s) can
be added prior to or during fermentation, e.g., during saccha-
rification or during or after propagation of the fermenting
microorganism(s).

One or more (e.g., several) components of the enzyme
composition may be wild-type proteins, recombinant pro-
teins, or acombination of wild-type proteins and recombinant
proteins. For example, one or more (e.g., several) components
may be native proteins of a cell, which is used as a host cell to
express recombinantly one or more (e.g., several) other com-
ponents of the enzyme composition. One or more (e.g., sev-
eral) components of the enzyme composition may be pro-
duced as monocomponents, which are then combined to form
the enzyme composition. The enzyme composition may be a
combination of multicomponent and monocomponent pro-
tein preparations.

The enzymes used in the methods of the present invention
may be in any form suitable for use, such as, for example, a
crude fermentation broth with or without cells removed, a cell
lysate with or without cellular debris, a semi-purified or puri-
fied enzyme preparation, or a host cell as a source of the
enzymes. The enzyme composition may be a dry powder or
granulate, a non-dusting granulate, a liquid, a stabilized lig-
uid, or a stabilized protected enzyme. Liquid enzyme prepa-
rations may, for instance, be stabilized by adding stabilizers
such as a sugar, a sugar alcohol or another polyol, and/or
lactic acid or another organic acid according to established
processes.

The enzymes can be derived or obtained from any suitable
origin, including, bacterial, fungal, yeast, plant, or mamma-
lian origin. The term “obtained” means herein that the
enzyme may have been isolated from an organism that natu-
rally produces the enzyme as a native enzyme. The term
“obtained” also means herein that the enzyme may have been
produced recombinantly in a host organism employing meth-
ods described herein, wherein the recombinantly produced
enzyme is either native or foreign to the host organism or has
a modified amino acid sequence, e.g., having one or more
(e.g., several) amino acids that are deleted, inserted and/or
substituted, i.e., a recombinantly produced enzyme that is a
mutant and/or a fragment of a native amino acid sequence or
an enzyme produced by nucleic acid shuffling processes
known in the art. Encompassed within the meaning of a native
enzyme are natural variants and within the meaning of a
foreign enzyme are variants obtained recombinantly, such as
by site-directed mutagenesis or shuffling.

The polypeptide having enzyme activity may be a bacterial
polypeptide. For example, the polypeptide may be a gram
positive bacterial polypeptide such as a Bacillus, Streptococ-
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cus, Streptomyces, Staphylococcus, Enterococcus, Lactoba-
cillus, Lactococcus, Clostridium, Geobacillus, or Oceanoba-
cillus polypeptide having enzyme activity, or a Gram negative
bacterial polypeptide such as an E. coli, Pseudomonas, Sal-
monella, Campylobacter, Helicobacter, Flavobacterium,
Fusobacterium, [lyobacter, Neisseria, or Ureaplasma
polypeptide having enzyme activity.

In a preferred aspect, the polypeptide is a Bacillus alkalo-
philus, Bacillus amyloliquefaciens, Bacillus brevis, Bacillus
circulans, Bacillus clausii, Bacillus coagulans, Bacillus fir-
mus, Bacillus lautus, Bacillus lentus, Bacillus licheniformis,
Bacillus megaterium, Bacillus pumilus, Bacillus stearother-
mophilus, Bacillus subtilis, or Bacillus thuringiensis
polypeptide having enzyme activity.

In another preferred aspect, the polypeptide is a Strepto-
coccus equisimilis, Streptococcus pyogenes, Streptococcus
uberis, or Streptococcus equi subsp. Zooepidemicus polypep-
tide having enzyme activity.

In another preferred aspect, the polypeptide is a Strepto-
myces achromogenes, Streptomyces avermitilis, Streptomy-
ces coelicolor, Streptomyces griseus, or Streptomyces liv-
idans polypeptide having enzyme activity.

The polypeptide having enzyme activity may also be a
fungal polypeptide, and more preferably a yeast polypeptide
such as a Candida, Kluyveromyces, Pichia, Saccharomyces,
Schizosaccharomyces, or Yarrowia polypeptide having
enzyme activity; or more preferably a filamentous fungal
polypeptide such as an Acremonium, Agaricus, Alternaria,
Aspergillus, Aureobasidium, Botryospaeria, Ceriporiopsis,
Chaetomidium, Chrysosporium, Claviceps, Cochliobolus,
Coprinopsis, Coptotermes, Corynascus, Cryphonectria,
Cryptococcus, Diplodia, Exidia, Filibasidium, Fusarium,
Gibberella, Holomastigotoides, Humicola, Irpex, Lentinula,
Leptospaeria, Magnaporthe, Melanocarpus, Meripilus,
Mucor, Myceliophthora, Neocallimastix, Neurospora,
Paecilomyces, Penicillium, Phanerochaete, Piromyces, Poi-
trasia, Pseudoplectania, Pseudotrichonympha, Rhizomucor,
Schizophyllum, Scytalidium, Talaromyces, Thermoascus,
Thielavia, Tolypocladium, Trichoderma, Trichophaea, Verti-
cillium, Volvariella, or Xylaria polypeptide having enzyme
activity.

In a preferred aspect, the polypeptide is a Saccharomyces
carlsbergensis, Saccharomyces cerevisiae, Saccharomyces
diastaticus, Saccharomyces douglasii, Saccharomyces
kluyveri, Saccharomyces norbensis, or Saccharomyces ovi-
formis polypeptide having enzyme activity.

In another preferred aspect, the polypeptide is an Acremo-
nium cellulolyticus, Aspergillus aculeatus, Aspergillus
awamori, Aspergillus fumigatus, Aspergillus foetidus,
Aspergillus japonicus, Aspergillus nidulans, Aspergillus
niger, Aspergillus oryzae, Chrysosporium keratinophilum,
Chrysosporium lucknowense, Chrysosporium tropicum,
Chrysosporium merdarium, Chrysosporium inops, Chrysos-
porium pannicola, Chrysosporium queenslandicum, Chry-
sosporium zonatum, Fusarium bactridioides, Fusarium
cerealis, Fusarium crookwellense, Fusarium culmorum,
Fusarium graminearum, Fusarium graminum, Fusarium het-
erosporum, Fusarium negundi, Fusarium oxysporum,
Fusarium reticulatum, Fusarium roseum, Fusarium sam-
bucinum, Fusarium sarcochroum, Fusarium sporotrichio-
ides, Fusarium sulphureum, Fusarium torulosum, Fusarium
trichothecioides, Fusarium venenatum, Humicola grisea,
Humicola insolens, Humicola lanuginosa, Irpex lacteus,
Mucor miehei, Myceliophthora thermophila, Neurospora
crassa, Penicillium funiculosum, Penicillium purpurogenum,
Phanerochaete chrysosporium, Thielavia achromatica,
Thielavia albomyces, Thielavia albopilosa, Thielavia austra-
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leinsis, Thielavia fimeti, Thielavia microspora, Thielavia
ovispora, Thielavia peruviana, Thielavia spededonium,
Thielavia setosa, Thielavia subthermophila, Thielavia terres-
tris, Trichoderma harzianum, Trichoderma koningii, Tricho-
derma longibrachiatum, Trichoderma reesei, Trichoderma
viride, or Trichophaea saccata polypeptide having enzyme
activity.

Chemically modified or protein engineered mutants of the
polypeptides having enzyme activity may also be used.

One or more (e.g., several) components of the enzyme
composition may be a recombinant component, i.e., produced
by cloning of a DNA sequence encoding the single compo-
nent and subsequent cell transformed with the DNA sequence
and expressed in a host (see, for example, WO 91/17243 and
WO 91/17244). The host is preferably a heterologous host
(enzyme is foreign to host), but the host may under certain
conditions also be a homologous host (enzyme is native to
host). Monocomponent cellulolytic enzymes may also be
prepared by purifying such a protein from a fermentation
broth.

In one aspect, the one or more (e.g., several) cellulolytic
enzymes comprise a commercial cellulolytic enzyme prepa-
ration. Examples of commercial cellulolytic enzyme prepa-
rations suitable for use in the present invention include, for
example, CELLIC™ CTec (Novozymes A/S), CELLIC™
CTec2 (Novozymes NS), CELLUCLAST™ (Novozymes
NS), NOVOZYM™ 188 (Novozymes NS), CEL-
LUZYME™ (Novozymes NS), CEREFLO™ (Novozymes
A/S), and ULTRAFLO™ (Novozymes NS), ACCEL-
ERASE™ (Genencor Int.), LAMINEX™ (Genencor Int.),
SPEZYME™ CP (Genencor Int.), FILTRASE® NL (DSM);
METHAPLUS® S/L 100 (DSM), ROHAMENT™ 7069 W
(R6hm GmbH), FIBREZYME® LDI (Dyadic International,
Inc.), FIBREZYME® LBR (Dyadic International, Inc.), or
VISCOSTAR® 150 L. (Dyadic International, Inc.). The cel-
Iulase enzymes are added in amounts effective from about
0.001 to about 5.0 wt % of solids, more preferably from about
0.025 to about 4.0 wt % of solids, and most preferably from
about 0.005 to about 2.0 wt % of solids. The cellulase
enzymes are added in amounts effective from about 0.001 to
about 5.0 wt % of solids, more preferably from about 0.025 to
about 4.0 wt % of solids, and most preferably from about
0.005 to about 2.0 wt % of solids.

Examples of bacterial endoglucanases that can be used in
the methods of the present invention, include, but are not
limited to, an Acidothermus cellulolyticus endoglucanase
(WO 91/05039; WO 93/15186; U.S. Pat. No. 5,275,944, WO
96/02551; U.S. Pat. No. 5,536,655, WO 00/70031, WO
05/093050); Thermobifida fisca endoglucanase 111 (WO
05/093050); and Thermobifida fusca endoglucanase V (WO
05/093050).

Examples of fungal endoglucanases that can be used in the
present invention include, but are not limited to, a Tricho-
derma reesei endoglucanase I (Penttila et al., 1986, Gene 45:
253-263; Trichoderma reesei Cel7B endoglucanase I; GEN-
BANK™ accession no. M15665; SEQ ID NO: 66); Tricho-
derma reesei endoglucanase 11 (Saloheimo, et al., 1988, Gene
63:11-22; Trichoderma reesei Cel5A endoglucanase II;
GENBANK™ accession no. M19373; SEQ ID NO: 68);
Trichoderma reesei endoglucanase 111 (Okada et al., 1988,
Appl. Environ. Microbiol. 64: 555-563; GENBANK™ acces-
sion no. AB003694; SEQ ID NO: 70); Trichoderma reesei
endoglucanase V (Saloheimo et al., 1994, Molecular Micro-
biology 13: 219-228; GENBANK™ accession no. Z33381;
SEQ ID NO: 72); Aspergillus aculeatus endoglucanase (Ooi
et al., 1990, Nucleic Acids Research 18: 5884); Aspergillus
kawachii endoglucanase (Sakamoto et al., 1995, Current
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Genetics 27: 435-439); Erwinia carotovara endoglucanase
(Saarilahti et al., 1990, Gene 90: 9-14); Fusarium oxysporum
endoglucanase (GENBANK™ accession no. [.29381);
Humicola grisea var. thermoidea endoglucanase (GEN-
BANK™ accession no. AB003107); Melanocarpus albomy-
ces  endoglucanase (GENBANK™  accession no.
MALS15703); Neurospora crassa endoglucanase (GEN-
BANK™ accession no. XM_324477); Humicola insolens
endoglucanase V (SEQ ID NO: 74); Myceliophthora thermo-
phila CBS 117.65 endoglucanase (SEQ ID NO: 76); basidi-
omycete CBS 495.95 endoglucanase (SEQ ID NO: 78);
basidiomycete CBS 494.95 endoglucanase (SEQ ID NO: 80);
Thielavia terrestris NRRL 8126 CEL6B endoglucanase
(SEQ ID NO: 82); Thielavia terrestris NRRL 8126 CEL6C
endoglucanase (SEQ ID NO: 84); Thielavia terrestris NRRL
8126 CEL7C endoglucanase (SEQ ID NO: 86); Thielavia
terrestris NRRL 8126 CEL7E endoglucanase (SEQ ID NO:
88); Thielavia terrestris NRRL 8126 CEL7F endoglucanase
(SEQ ID NO: 90); Cladorrhinum foecundissimum ATCC
62373 CEL7A endoglucanase (SEQ ID NO: 92); and Tricho-
derma reesei strain No. VI'T-D-80133 endoglucanase (SEQ
IDNO: 94; GENBANK™ accession no. M15665). The endo-
glucanases of SEQ ID NO: 66, SEQ ID NO: 68, SEQ ID NO:
70, SEQ ID NO: 72, SEQ ID NO: 74, SEQ ID NO: 76, SEQ
IDNO: 78, SEQIDNO: 80, SEQIDNO: 82, SEQIDNO: 84,
SEQ ID NO: 86, SEQ ID NO: 88, SEQ ID NO: 90, SEQ ID
NO: 92, and SEQ ID NO: 94 described above are encoded by
the mature polypeptide coding sequence of SEQ ID NO: 65,
SEQ ID NO: 67, SEQ ID NO: 69, SEQ ID NO: 71, SEQ ID
NO: 73, SEQ ID NO: 75, SEQ ID NO: 77, SEQ ID NO: 79,
SEQ ID NO: 81, SEQ ID NO: 83, SEQ ID NO: 85, SEQ ID
NO: 87, SEQ ID NO: 89, SEQ ID NO: 91, and SEQ ID NO:
93, respectively.

Examples of cellobiohydrolases useful in the present
invention include, but are not limited to, Trichoderma reesei
cellobiohydrolase I (SEQ ID NO: 96); Trichoderma reesei
cellobiohydrolase II (SEQ ID NO: 98); Humicola insolens
cellobiohydrolase I (SEQ ID NO: 100); Myceliophthora ther-
mophila cellobiohydrolase II (SEQ ID NO: 102 and SEQ ID
NO: 104); Thielavia terrestris cellobiohydrolase I1 (CEL6A)
(SEQ ID NO: 106); Chaetomium thermophilum cellobiohy-
drolase I (SEQ ID NO: 108); and Chaetomium thermophilum
cellobiohydrolase II (SEQ ID NO: 110). The cellobiohydro-
lases of SEQ ID NO: 96, SEQ ID NO: 98, SEQ ID NO: 100,
SEQ ID NO: 102, SEQ ID NO: 104, SEQ ID NO: 106, SEQ
ID NO: 108, SEQ ID NO: 110, and SEQ ID NO: 112
described above are encoded by the mature polypeptide cod-
ing sequence of SEQ ID NO: 97, SEQ ID NO: 99, SEQ ID
NO: 101, SEQ ID NO: 103, SEQ ID NO: 105, SEQ ID NO:
107, and SEQ ID NO: 109, respectively.

Examples of beta-glucosidases useful in the present inven-
tion include, but are not limited to, Aspergillus oryzae beta-
glucosidase (SEQ ID NO: 112); Aspergillus fumigatus beta-
glucosidase (SEQID NO: 114); Penicillium brasilianum IBT
20888 beta-glucosidase (SEQ ID NO: 116); Aspergillus niger
beta-glucosidase (SEQ ID NO: 118); and Aspergillus aculea-
tus beta-glucosidase (SEQ ID NO: 120). The beta-glucosi-
dases of SEQ ID NO: 112, SEQ ID NO: 114, SEQ ID NO:
116, SEQ IDNO: 118, and SEQ ID NO: 120 described above
are encoded by the mature polypeptide coding sequence of
SEQID NO: 111, SEQID NO: 113, SEQ ID NO: 115, SEQ
ID NO: 117, and SEQ ID NO: 119, respectively.

Examples of other beta-glucosidases useful in the present
invention include a Aspergillus oryzae beta-glucosidase vari-
ant fusion protein of SEQ ID NO: 122 or the Aspergillus
oryzae beta-glucosidase fusion protein of SEQ ID NO: 124.
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The beta-glucosidase fusion proteins of SEQ ID NO: 122 and
SEQ ID NO: 124 are encoded by SEQ ID NO: 121 and SEQ
1D NO: 123, respectively.

The Aspergillus oryzae polypeptide having beta-glucosi-
dase activity can be obtained according to WO 2002/095014.
The Aspergillus fumigatus polypeptide having beta-glucosi-
dase activity can be obtained according to WO 2005/047499.
The Penicillium brasilianum polypeptide having beta-glu-
cosidase activity can be obtained according to WO 2007/
019442. The Aspergillus niger polypeptide having beta-glu-
cosidase activity can be obtained according to Dan et al.,
2000, J. Biol. Chem. 275: 4973-4980. The Aspergillus
aculeatus polypeptide having beta-glucosidase activity can
be obtained according to Kawaguchi et al., 1996, Gene 173:
287-288.

Other useful endoglucanases, cellobiohydrolases, and
beta-glucosidases are disclosed in numerous Glycosyl
Hydrolase families using the classification according to Hen-
rissat B., 1991, A classification of glycosyl hydrolases based
on amino-acid sequence similarities, Biochem. J. 280: 309-
316, and Henrissat B., and Bairoch A., 1996, Updating the
sequence-based classification of glycosyl hydrolases, Bio-
chem. J. 316: 695-696.

Other cellulolytic enzymes that may be useful in the
present invention are described in EP 495,257, EP 531,315,
EP 531,372, WO 89/09259, WO 94/07998, WO 95/24471,
WO 96/11262, WO 96/29397, WO 96/034108, WO
97/14804, WO 98/08940, WO 98/012307, WO 98/13465,
WO 98/015619, WO 98/015633, WO 98/028411, WO
99/06574, WO 99/10481, WO 99/025846, WO 99/025847,
WO 99/031255, WO 2000/009707, WO 2002/050245, WO
2002/0076792, WO 2002/101078, WO 2003/027306, WO
2003/052054, WO 2003/052055, WO 2003/052056, WO
2003/052057, WO 2003/052118, WO 2004/016760, WO
2004/043980, WO 2004/048592, WO 2005/001065, WO
2005/028636, WO 2005/093050, WO 2005/093073, WO
2006/074005, WO 2006/117432, WO 2007/071818, WO
2007/071820, WO 2008/008070, WO 2008/008793, U.S.
Pat. No. 4,435,307, U.S. Pat. No. 5,457,046, U.S. Pat. No.
5,648,263, U.S. Pat. No. 5,686,593, U.S. Pat. No. 5,691,178,
U.S. Pat. No. 5,763,254, and U.S. Pat. No. 5,776,757.

In one aspect, the one or more (e.g., several) hemicellu-
lolytic enzymes comprise a commercial hemicellulolytic
enzyme preparation. Examples of commercial hemicellu-
lolytic enzyme preparations suitable for use in the present
invention include, for example, SHEARZYME™ (No-
vozymes A/S), CELLIC™ HTec (Novozymes A/S), CEL-
LIC™ HTec2 (Novozymes A/S), VISCOZYME® (No-
vozymes A/S), ULTRAFLO® (Novozymes A/S),
PULPZYME® HC (Novozymes A/S), MULTIFECT® Xyla-
nase (Genencor), ACCELLERASE® XY (Genencor),
ACCELLERASE® XC (Genencor), ECOPULP® TX-200A
(AB Enzymes), HSP 6000 Xylanase (DSM), DEPOL™ 333P
(Biocatalysts Limit, Wales, UK), DEPOL™ 740 L. (Biocata-
lysts Limit, Wales, UK), and DEPOL™ 762P (Biocatalysts
Limit, Wales, UK).

Examples of xylanases useful in the methods of the present
invention include, but are not limited to, Aspergillus aculea-
tus xylanase (GeneSeqP:AAR63790; WO 94/21785),
Aspergillus fumigatus xylanases (WO 2006/078256), and
Thielavia terrestris NRRL 8126 xylanases (WO 2009/
079210).

Examples of beta-xylosidases useful in the methods of the
present invention include, but are not limited to, Trichoderma
reesei beta-xylosidase (UniProtKB/TrEMBL accession num-
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ber Q92458), Talaromyces emersonii (SwissProt accession
number Q8x212), and Neurospora crassa (SwissProt acces-
sion number Q7SOW4).

Examples of acetylxylan esterases useful in the methods of
the present invention include, but are not limited to, Hypocrea
Jecorina acetylxylan esterase (WO 2005/001036), Neuro-
spora crassa acetylxylan esterase (UniProt accession number
q7s259), Thielavia terrestris NRRL 8126 acetylxylan
esterase (WO 2009/042846), Chaetomium globosum
acetylxylan esterase (Uniprot accession number Q2GWX4),
Chaetomium gracile acetylxylan esterase (GeneSeqP acces-
sionnumber AAB82124), Phaeosphaeria nodorum acetylxy-
lan esterase (Uniprot accession number QOUHI1), and Humi-
cola insolens DSM 1800 acetylxylan esterase (WO 2009/
073709).

Examples of ferulic acid esterases useful in the methods of
the present invention include, but are not limited to, Humicola
insolens DSM 1800 feruloyl esterase (WO 2009/076122),
Neurospora crassa feruloyl esterase (UniProt accession num-
ber QOHGR?3), and Neosartorya fischeri feruloyl esterase
(UniProt Accession number A1D9T4).

Examples of arabinofuranosidases useful in the methods of
the present invention include, but are not limited to, Humicola
insolens DSM 1800 arabinofuranosidase (WO 2009/073383)
and Aspergillus niger arabinofuranosidase (GeneSeqP acces-
sion number AAR94170).

Examples of alpha-glucuronidases useful in the methods of
the present invention include, but are not limited to, Aspergil-
lus clavatus alpha-glucuronidase (UniProt accession number
alccl2), Trichoderma reesei alpha-glucuronidase (Uniprot
accession number Q99024), Talaromyces emersonii alpha-
glucuronidase (UniProt accession number Q8X211),
Aspergillus niger alpha-glucuronidase (Uniprot accession
number Q96WX9), Aspergillus terreus alpha-glucuronidase
(SwissProt accession number QOCIP9), and Aspergillus
fumigatus alpha-glucuronidase (SwissProt accession number
Q4WW45).

The enzymes and proteins used in the methods of the
present invention may be produced by fermentation of the
above-noted microbial strains on a nutrient medium contain-
ing suitable carbon and nitrogen sources and inorganic salts,
using procedures known in the art (see, e.g., Bennett, J. W.
and LaSure, L. (eds.), More Gene Manipulations in Fungi,
Academic Press, CA, 1991). Suitable media are available
from commercial suppliers or may be prepared according to
published compositions (e.g., in catalogues of the American
Type Culture Collection). Temperature ranges and other con-
ditions suitable for growth and enzyme production are known
in the art (see, e.g., Bailey, J. E., and Ollis, D. F., Biochemical
Engineering Fundamentals, McGraw-Hill Book Company,
NY, 1986).

The fermentation can be any method of cultivation ofa cell
resulting in the expression or isolation of an enzyme. Fermen-
tation may, therefore, be understood as comprising shake
flask cultivation, or small- or large-scale fermentation (in-
cluding continuous, batch, fed-batch, or solid state fermenta-
tions) in laboratory or industrial fermentors performed in a
suitable medium and under conditions allowing the enzyme
to be expressed or isolated. The resulting enzymes produced
by the methods described above may be recovered from the
fermentation medium and purified by conventional proce-
dures.

Nucleic Acid Constructs

An isolated polynucleotide encoding a polypeptide, e.g., a
polypeptide having cellulolytic enhancing activity, a cellu-
lolytic enzyme, a hemicellulolytic enzyme, etc., may be
manipulated in a variety of ways to provide for expression of
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the polypeptide by constructing a nucleic acid construct com-
prising an isolated polynucleotide encoding the polypeptide
operably linked to one or more (e.g., several) control
sequences that direct the expression of the coding sequence in
a suitable host cell under conditions compatible with the
control sequences. Manipulation of the polynucleotide’s
sequence prior to its insertion into a vector may be desirable
or necessary depending on the expression vector. The tech-
niques for modifying polynucleotide sequences utilizing
recombinant DNA methods are well known in the art.

The control sequence may be a promoter sequence, a poly-
nucleotide that is recognized by a host cell for expression of
a polynucleotide encoding a polypeptide. The promoter
sequence contains transcriptional control sequences that
mediate the expression of the polypeptide. The promoter may
be any polynucleotide that shows transcriptional activity in
the host cell of choice including mutant, truncated, and hybrid
promoters, and may be obtained from genes encoding extra-
cellular or intracellular polypeptides either homologous or
heterologous to the host cell.

Examples of suitable promoters for directing the transcrip-
tion of the nucleic acid constructs in the present invention in
a bacterial host cell are the promoters obtained from the
Bacillus amyloliquefaciens alpha-amylase gene (amyQ),
Bacillus licheniformis alpha-amylase gene (amyL), Bacillus
licheniformis penicillinase gene (penP), Bacillus stearother-
mophilus maltogenic amylase gene (amyM), Bacillus subtilis
levansucrase gene (sacB), Bacillus subtilis xylA and xylB
genes, E. coli lac operon, Streptomyces coelicolor agarase
gene (dagA), and prokaryotic beta-lactamase gene (Villa-
Kamaroff et al., 1978, Proc. Natl. Acad. Sci. USA 75: 3727-
3731), as well as the tac promoter (DeBoer et al., 1983, Proc.
Natl. Acad. Sci. USA 80: 21-25). Further promoters are
described in “Useful proteins from recombinant bacteria” in
Gilbert et al., 1980, Scientific American, 242: 74-94; and in
Sambrook et al., 1989, supra.

Examples of suitable promoters for directing the transcrip-
tion of the nucleic acid constructs in the present invention in
a filamentous fungal host cell are promoters obtained from
the genes for Aspergillus nidulans acetamidase, Aspergillus
niger neutral alpha-amylase, Aspergillus niger acid stable
alpha-amylase, Aspergillus niger or Aspergillus awamori
glucoamylase (glaA), Aspergillus oryzae TAKA amylase,
Aspergillus oryzae alkaline protease, Aspergillus oryzae tri-
ose phosphate isomerase, Fusarium oxysporum trypsin-like
protease (WO 96/00787), Fusarium venenatum amyloglu-
cosidase (WO 00/56900), Fusarium venenatum Dania (WO
00/56900), Fusarium venenatum Quinn (WO 00/56900),
Rhizomucor miehei lipase, Rhizomucor miehei aspartic pro-
teinase, Trichoderma reesei beta-glucosidase, Trichoderma
reesei cellobiohydrolase 1, Trichoderma reesei cellobiohy-
drolase 11, Trichoderma reesei endoglucanase 1, Trichoderma
reesei endoglucanase 11, Trichoderma reesei endoglucanase
111, Trichoderma reesei endoglucanase V, Trichoderma reesei
xylanase 1, Trichoderma reesei xylanase 11, Trichoderma
reesei beta-xylosidase, as well as the NA2-tpi promoter (a
modified promoter from a gene encoding a neutral alpha-
amylase in Aspergilli in which the untranslated leader has
been replaced by an untranslated leader from a gene encoding
triose phosphate isomerase in Aspergilli; non-limiting
examples include modified promoters from the gene encod-
ing neutral alpha-amylase in Aspergillus niger in which the
untranslated leader has been replaced by an untranslated
leader from the gene encoding triose phosphate isomerase in
Aspergillus nidulans or Aspergillus oryzae); and mutant,
truncated, and hybrid promoters thereof.
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In a yeast host, useful promoters are obtained from the
genes for Saccharomyces cerevisiae enolase (ENO-1), Sac-
charomyces cerevisiae galactokinase (GAL1), Saccharomy-
ces cerevisiae alcohol dehydrogenase/glyceraldehyde-3-
phosphate ~ dehydrogenase ~ (ADH1,  ADH2/GAP),
Saccharomyces cerevisiae triose phosphate isomerase (TPI),
Saccharomyces cerevisiae metallothionein (CUP1), and Sac-
charomyces cerevisiae 3-phosphoglycerate kinase. Other
useful promoters for yeast host cells are described by
Romanos et al., 1992, Yeast 8: 423-488.

The control sequence may also be a suitable transcription
terminator sequence, which is recognized by a host cell to
terminate transcription. The terminator sequence is operably
linked to the 3'-terminus of the polynucleotide encoding the
polypeptide. Any terminator that is functional in the host cell
of choice may be used in the present invention.

Preferred terminators for filamentous fungal host cells are
obtained from the genes for Aspergillus nidulans anthranilate
synthase, Aspergillus niger glucoamylase, Aspergillus niger
alpha-glucosidase, Aspergillus oryzae TAKA amylase, and
Fusarium oxysporum trypsin-like protease.

Preferred terminators for yeast host cells are obtained from
the genes for Saccharomyces cerevisiae enolase, Saccharo-
myces cerevisiae cytochrome C(CYC1), and Saccharomyces
cerevisiae  glyceraldehyde-3-phosphate  dehydrogenase.
Other useful terminators for yeast host cells are described by
Romanos et al., 1992, supra.

The control sequence may also be a suitable leader
sequence, when transcribed is a nontranslated region of an
mRNA that is important for translation by the host cell. The
leader sequence is operably linked to the 5'-terminus of the
polynucleotide encoding the polypeptide. Any leader
sequence that is functional in the host cell of choice may be
used.

Preferred leaders for filamentous fungal host cells are
obtained from the genes for Aspergillus oryzae TAKA amy-
lase and Aspergillus nidulans triose phosphate isomerase.

Suitable leaders for yeast host cells are obtained from the
genes for Saccharomyces cerevisiae enolase (ENO-1), Sac-
charomyces cerevisiae 3-phosphoglycerate kinase, Saccha-
romyces cerevisiae alpha-factor, and Saccharomyces cerevi-
siae alcohol dehydrogenase/glyceraldehyde-3-phosphate
dehydrogenase (ADH2/GAP).

The control sequence may also be a polyadenylation
sequence, a sequence operably linked to the 3'-terminus of the
polynucleotide and, when transcribed, is recognized by the
host cell as a signal to add polyadenosine residues to tran-
scribed mRNA. Any polyadenylation sequence that is func-
tional in the host cell of choice may be used.

Preferred polyadenylation sequences for filamentous fun-
gal host cells are obtained from the genes for Aspergillus
oryzae TAKA amylase, Aspergillus niger glucoamylase,
Aspergillus  nidulans anthranilate synthase, Fusarium
oxysporum trypsin-like protease, and Aspergillus niger
alpha-glucosidase.

Usetul polyadenylation sequences for yeast host cells are
described by Guo and Sherman, 1995, Mol. Cellular. Biol. 15:
5983-5990.

The control sequence may also be a signal peptide coding
region that encodes a signal peptide linked to the N-terminus
of a polypeptide and directs the polypeptide into the cell’s
secretory pathway. The 5'-end of the coding sequence of the
polynucleotide may inherently contain a signal peptide cod-
ing sequence naturally linked in translation reading frame
with the segment of the coding sequence that encodes the
polypeptide. Alternatively, the 5'-end of the coding sequence
may contain a signal peptide coding sequence that is foreign
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to the coding sequence. The foreign signal peptide coding
sequence may be required where the coding sequence does
not naturally contain a signal peptide coding sequence. Alter-
natively, the foreign signal peptide coding sequence may
simply replace the natural signal peptide coding sequence in
order to enhance secretion of the polypeptide. However, any
signal peptide coding sequence that directs the expressed
polypeptide into the secretory pathway of a host cell of choice
may be used.

Effective signal peptide coding sequences for bacterial
host cells are the signal peptide coding sequences obtained
from the genes for Bacillus NCIB 11837 maltogenic amylase,
Bacillus licheniformis subtilisin, Bacillus licheniformis beta-
lactamase, Bacillus stearothermophilus alpha-amylase,
Bacillus stearothermophilus neutral proteases (nprT, nprS,
nprM), and Bacillus subtilis prsA. Further signal peptides are
described by Simonen and Palva, 1993, Microbiological
Reviews 57: 109-137.

Effective signal peptide coding sequences for filamentous
fungal host cells are the signal peptide coding sequences
obtained from the genes for Aspergillus niger neutral amy-
lase, Aspergillus niger glucoamylase, Aspergillus oryzae
TAKA amylase, Humicola insolens cellulase, Humicola
insolens endoglucanase V, Humicola lanuginosa lipase, and
Rhizomucor miehei aspartic proteinase.

Useful signal peptides for yeast host cells are obtained
from the genes for Saccharomyces cerevisiae alpha-factor
and Saccharomyces cerevisiae invertase. Other useful signal
peptide coding sequences are described by Romanos et al.,
1992, supra.

The control sequence may also be a propeptide coding
sequence that encodes a propeptide positioned at the N-ter-
minus of'a polypeptide. The resultant polypeptide is known as
aproenzyme or propolypeptide (or a Zymogen in some cases).
A propolypeptide is generally inactive and can be converted
to an active polypeptide by catalytic or autocatalytic cleavage
of the propeptide from the propolypeptide. The propeptide
coding sequence may be obtained from the genes for Bacillus
subtilis alkaline protease (aprE), Bacillus subtilis neutral pro-
tease (nprl), Myceliophthora thermophila laccase (WO
95/33836), Rhizomucor miehei aspartic proteinase, and Sac-
charomyces cerevisiae alpha-factor.

Where both signal peptide and propeptide sequences are
present at the N-terminus of a polypeptide, the propeptide
sequence is positioned next to the N-terminus of a polypep-
tide and the signal peptide sequence is positioned next to the
N-terminus of the propeptide sequence.

It may also be desirable to add regulatory sequences that
allow the regulation of the expression of the polypeptide
relative to the growth of the host cell. Examples of regulatory
systems are those that cause the expression of the gene to be
turned on or off in response to a chemical or physical stimu-
lus, including the presence of a regulatory compound. Regu-
latory systems in prokaryotic systems include the lac, tac, and
trp operator systems. In yeast, the ADH2 system or GALI1
system may be used. In filamentous fungi, the Aspergillus
niger glucoamylase promoter, Aspergillus oryzae TAKA
alpha-amylase promoter, and Aspergillus oryzae glucoamy-
lase promoter may be used. Other examples of regulatory
sequences are those that allow for gene amplification. In
eukaryotic systems, these regulatory sequences include the
dihydrofolate reductase gene that is amplified in the presence
of methotrexate, and the metallothionein genes that are
amplified with heavy metals. In these cases, the polynucle-
otide encoding the polypeptide would be operably linked
with the regulatory sequence.
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Expression Vectors

The various nucleotide and control sequences may be
joined together to produce a recombinant expression vector
that may include one or more (e.g., several) convenient
restriction sites to allow for insertion or substitution of a
polynucleotide encoding a polypeptide, e.g., a polypeptide
having cellulolytic enhancing activity, a cellulolytic enzyme,
a hemicellulolytic enzyme, etc., at such sites. Alternatively,
the polynucleotide may be expressed by inserting the poly-
nucleotide or a nucleic acid construct comprising the
sequence into an appropriate vector for expression. In creat-
ing the expression vector, the coding sequence is located in
the vector so that the coding sequence is operably linked with
the appropriate control sequences for expression.

The recombinant expression vector may be any vector
(e.g., aplasmid or virus) that can be conveniently subjected to
recombinant DNA procedures and can bring about expression
of'the polynucleotide. The choice of the vector will typically
depend on the compatibility of the vector with the host cell
into which the vector is to be introduced. The vector may be
a linear or closed circular plasmid.

The vector may be an autonomously replicating vector, i.e.,
a vector that exists as an extrachromosomal entity, the repli-
cation of which is independent of chromosomal replication,
e.g., a plasmid, an extrachromosomal element, a minichro-
mosome, or an artificial chromosome. The vector may con-
tain any means for assuring self-replication. Alternatively, the
vector may be one that, when introduced into the host cell, is
integrated into the genome and replicated together with the
chromosome(s) into which it has been integrated. Further-
more, a single vector or plasmid or two or more vectors or
plasmids that together contain the total DNA to be introduced
into the genome of the host cell, or a transposon, may be used.

The vector preferably contains one or more (e.g., several)
selectable markers that permit easy selection of transformed,
transfected, transduced, or the like cells. A selectable marker
is a gene the product of which provides for biocide or viral
resistance, resistance to heavy metals, prototrophy to aux-
otrophs, and the like.

Examples of bacterial selectable markers are the dal genes
from Bacillus subtilis or Bacillus licheniformis, or markers
that confer antibiotic resistance such as ampicillin, chloram-
phenicol, kanamycin, or tetracycline resistance. Suitable
markers for yeast host cells are ADE2, HIS3, LEU2, LYS2,
MET3, TRP1, and URA3. Selectable markers for use in a
filamentous fungal host cell include, but are not limited to,
amdS (acetamidase), argB (ornithine carbamoyltransferase),
bar (phosphinothricin acetyltransferase), hph (hygromycin
phosphotranstferase), niaD (nitrate reductase), pyrG (oroti-
dine-5'-phosphate decarboxylase), sC (sulfate adenyltrans-
ferase), and trpC (anthranilate synthase), as well as equiva-
lents thereof. Preferred for use in an Aspergillus cell are the
amdS and pyrG genes of Aspergillus nidulans or Aspergillus
oryzae and the bar gene of Streptomyces hygroscopicus.

The vector preferably contains an element(s) that permits
integration of the vector into the host cell’s genome or
autonomous replication of the vector in the cell independent
of the genome.

For integration into the host cell genome, the vector may
rely on the polynucleotide’s sequence encoding the polypep-
tide or any other element of the vector for integration into the
genome by homologous or non-homologous recombination.
Alternatively, the vector may contain additional polynucle-
otides for directing integration by homologous recombina-
tion into the genome of the host cell at a precise location(s) in
the chromosome(s). To increase the likelihood of integration
at a precise location, the integrational elements should con-
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tain a sufficient number of nucleic acids, such as 100 to
10,000 base pairs, 400 to 10,000 base pairs, and 800 to 10,000
base pairs, which have a high degree of sequence identity to
the corresponding target sequence to enhance the probability
of homologous recombination. The integrational elements
may be any sequence that is homologous with the target
sequence in the genome of the host cell. Furthermore, the
integrational elements may be non-encoding or encoding
polynucleotides. On the other hand, the vector may be inte-
grated into the genome of the host cell by non-homologous
recombination.

For autonomous replication, the vector may further com-
prise an origin of replication enabling the vector to replicate
autonomously in the host cell in question. The origin of rep-
lication may be any plasmid replicator mediating autono-
mous replication that functions in a cell. The term “origin of
replication” or “plasmid replicator” means a polynucleotide
that enables a plasmid or vector to replicate in vivo.

Examples of bacterial origins of replication are the origins
of replication of plasmids pBR322, pUC19, pACYC177, and
pACYC184 permitting replication in E. coli, and pUB110,
pE194, pTA1060, and pAMpP1 permitting replication in
Bacillus.

Examples of origins of replication for use in a yeast host
cell are the 2 micron origin of replication, ARS1, ARS4, the
combination of ARS1 and CEN3, and the combination of
ARS4 and CENG6.

Examples of origins of replication useful in a filamentous
fungal cell are AMA1 and ANS1 (Gems etal., 1991, Gene 98:
61-67; Cullen et al., 1987, Nucleic Acids Res. 15: 9163-9175;
WO 00/24883). Isolation of the AMA1 gene and construction
of plasmids or vectors comprising the gene can be accom-
plished according to the methods disclosed in WO 00/24883.

More than one copy of a polynucleotide may be inserted
into a host cell to increase production of a polypeptide. An
increase in the copy number of the polynucleotide can be
obtained by integrating at least one additional copy of the
sequence into the host cell genome or by including an ampli-
fiable selectable marker gene with the polynucleotide where
cells containing amplified copies of the selectable marker
gene, and thereby additional copies of the polynucleotide, can
be selected for by cultivating the cells in the presence of the
appropriate selectable agent.

The procedures used to ligate the elements described above
to construct the recombinant expression vectors are well
known to one skilled in the art (see, e.g., Sambrook et al.,
1989, supra).

Host Cells

Recombinant host cells comprising a polynucleotide
encoding a polypeptide, e.g., a polypeptide having cellu-
lolytic enhancing activity, a cellulolytic enzyme, a hemicel-
Iulolytic enzyme, etc., can be advantageously used in the
recombinant production of the polypeptide. A construct or
vector comprising such a polynucleotide is introduced into a
host cell so that the vector is maintained as a chromosomal
integrant or as a self-replicating extra-chromosomal vector as
described earlier. The term “host cell” encompasses any prog-
eny of a parent cell that is not identical to the parent cell due
to mutations that occur during replication. The choice of a
host cell will to a large extent depend upon the gene encoding
the polypeptide and its source.

The host cell may be any cell useful in the recombinant
production of a polypeptide, e.g., a prokaryote or a eukaryote.

The prokaryotic host cell may be any gram-positive or
gram-negative bacterium. Gram-positive bacteria include,
but not limited to, Bacillus, Clostridium, Enterococcus, Geo-
bacillus, Lactobacillus, Lactococcus, Oceanobacillus, Sta-
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phylococcus, Streptococcus, and Streptomyces. Gram-nega-
tive bacteria include, but not limited to, Campylobacter, E.
coli, Flavobacterium, Fusobacterium, Helicobacter, llyo-
bacter, Neisseria, Pseudomonas, Salmonella, and Urea-
plasma.

The bacterial host cell may be any Bacillus cell including,
but not limited to, Bacillus alkalophilus, Bacillus amylolique-
faciens, Bacillus brevis, Bacillus circulans, Bacillus clausii,
Bacillus coagulans, Bacillus firmus, Bacillus lautus, Bacillus
lentus, Bacillus licheniformis, Bacillus megaterium, Bacillus
pumilus, Bacillus stearothermophilus, Bacillus subtilis, and
Bacillus thuringiensis cells.

The bacterial host cell may also be any Streptococcus cell
including, but not limited to, Streptococcus equisimilis,
Streptococcus pyogenes, Streptococcus uberis, and Strepto-
coccus equi subsp. Zooepidemicus cells.

The bacterial host cell may also be any Streptomyces cell
including, but not limited to, Streptomyces achromogenes,
Streptomyces avermitilis, Streptomyces coelicolor, Strepto-
myces griseus, and Streptomyces lividans cells.

The introduction of DNA into a Bacillus cell may, for
instance, be effected by protoplast transformation (see, e.g.,
Chang and Cohen, 1979, Mol. Gen. Genet. 168: 111-115), by
using competent cells (see, e.g., Young and Spizizen, 1961, J.
Bacteriol. 81: 823-829, or Dubnau and Davidoff-Abelson,
1971, J. Mol. Biol. 56: 209-221), by electroporation (see, e.g.,
Shigekawa and Dower, 1988, Biotechniques 6: 742-751), or
by conjugation (see, e.g., Koehler and Thorne, 1987, J. Bac-
teriol. 169: 5271-5278). The introduction of DNA into an F.
coli cell may, for instance, be effected by protoplast transfor-
mation (see, e.g., Hanahan, 1983, J. Mo!. Biol. 166: 557-580)
orelectroporation (see, e.g., Dower etal., 1988, Nucleic Acids
Res. 16: 6127-6145). The introduction of DNA into a Strep-
tomyces cell may, for instance, be effected by protoplast
transformation and electroporation (see, e.g., Gong et al.,
2004, Folia Microbiol. (Praha) 49: 399-405), by conjugation
(see, e.g., Mazodier et al., 1989, J. Bacteriol. 171: 3583-
3585), or by transduction (see, e.g., Burke et al., 2001, Proc.
Natl. Acad. Sci. USA 98: 6289-6294). The introduction of
DNA into a Pseudomonas cell may, for instance, be effected
by electroporation (see, e.g., Choi et al., 2006, J. Microbiol.
Methods 64: 391-397) or by conjugation (see, e.g., Pinedo
and Smets, 2005, Appl. Environ. Microbiol. 71: 51-57). The
introduction of DNA into a Streptococcus cell may, for
instance, be effected by natural competence (see, e.g., Perry
and Kuramitsu, 1981, Infect. Immun. 32: 1295-1297), by
protoplast transformation (see, e.g., Catt and Jollick, 1991,
Microbios 68: 189-207), by electroporation (see, e.g., Buck-
ley et al., 1999, Appl. Environ. Microbiol. 65: 3800-3804) or
by conjugation (see, e.g., Clewell, 1981, Microbiol. Rev. 45:
409-436). However, any method known in the art for intro-
ducing DNA into a host cell can be used.

The host cell may also be a eukaryote, such as a mamma-
lian, insect, plant, or fungal cell.

The host cell may be a fungal cell. “Fungi” as used herein
includes the phyla Ascomycota, Basidiomycota, Chytridi-
omycota, and Zygomycota (as defined by Hawksworth et al.,
In, Ainsworth and Bisby'’s Dictionary of The Fungi, 8th edi-
tion, 1995, CAB International, University Press, Cambridge,
UK) as well as the Oomycota (as cited in Hawksworth et al.,
1995, supra, page 171) and all mitosporic fungi (Hawksworth
etal., 1995, supra).

The fungal host cell may be a yeast cell. “Yeast” as used
herein includes ascosporogenous yeast (Endomycetales),
basidiosporogenous yeast, and yeast belonging to the Fungi
Imperfecti (Blastomycetes). Since the classification of yeast
may change in the future, for the purposes of this invention,
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yeast shall be defined as described in Biology and Activities of
Yeast (Skinner, F. A., Passmore, S. M., and Davenport, R. R.,
eds, Soc. App. Bacteriol. Symposium Series No. 9, 1980).

The yeast host cell may be a Candida, Hansenula,
Kluyveromyces, Pichia, Saccharomyces, Schizosaccharomy-
ces, or Yarrowia cell such as a Kluyveromyces lactis, Saccha-
romyces carlsbergensis, Saccharomyces cerevisiae, Saccha-
romyces diastaticus, Saccharomyces douglasii,
Saccharomyces kluyveri, Saccharomyces norbensis, Saccha-
romyces oviformis, or Yarrowia lipolytica cell.

The fungal host cell may be a filamentous fungal cell.
“Filamentous fungi” include all filamentous forms of the
subdivision Eumycota and Oomycota (as defined by Hawk-
sworth et al., 1995, supra). The filamentous fungi are gener-
ally characterized by a mycelial wall composed of chitin,
cellulose, glucan, chitosan, mannan, and other complex
polysaccharides. Vegetative growth is by hyphal elongation
and carbon catabolism is obligately aerobic. In contrast, veg-
etative growth by yeasts such as Saccharomyces cerevisiae is
by budding of a unicellular thallus and carbon catabolism
may be fermentative.

The filamentous fungal host cell may be an Acremonium,
Aspergillus, Aureobasidium, Bjerkandera, Ceriporiopsis,
Chrysosporium, Coprinus, Coriolus, Cryptococcus, Filiba-
sidium, Fusarium, Humicola, Magnaporthe, Mucor, Myce-
liophthora, Neocallimastix, Neurospora, Paecilomyces,
Penicillium, Phanerochaete, Phlebia, Piromyces, Pleurotus,
Schizophyllum, Talaromyces, Thermoascus, Thielavia, Toly-
pocladium, Trametes, or Trichoderma cell.

For example, the filamentous fungal host cell may be an
Aspergillus awamori, Aspergillus foetidus, Aspergillus fumi-
gatus, Aspergillus japonicus, Aspergillus nidulans, Aspergil-
lus niger, Aspergillus oryzae, Bjerkandera adusta, Ceripori-
opsis aneirina, Ceriporiopsis caregiea, Ceriporiopsis
gilvescens, Ceriporiopsis pannocinta, Ceriporiopsis rivu-
losa, Ceriporiopsis subrufa, Ceriporiopsis subvermispora,
Chrysosporium inops, Chrysosporium keratinophilum,
Chrysosporium lucknowense, Chrysosporium merdarium,
Chrysosporium pannicola, Chrysosporium queensiandicum,
Chrysosporium tropicum, Chrysosporium zonatum, Copri-
nus cinereus, Coriolus hirsutus, Fusarium bactridioides,
Fusarium cerealis, Fusarium crookwellense, Fusarium cul-
morum, Fusarvium graminearum, Fusarium graminum,
Fusarium heterosporum, Fusarium negundi, Fusarium
oxysporum, Fusarium reticulatum, Fusavium roseum,
Fusarium sambucinum, Fusarium sarcochroum, Fusarium
sporotrichioides, Fusarium sulphureum, Fusarium torulo-
sum, Fusarium trichothecioides, Fusarium venenatum,
Humicola insolens, Humicola lanuginosa, Mucor miehei,
Myceliophthora thermophila, Neurospora crassa, Penicil-
lium purpurogenum, Phanerochaete chrysosporium, Phlebia
radiata, Pleurotus eryngii, Thielavia terrestris, Trametes vil-
losa, Trametes versicolor, Trichoderma harzianum, Tricho-
derma koningii, Trichoderma longibrachiatum, Trichoderma
reesel, or Trichoderma viride cell.

Fungal cells may be transformed by a process involving
protoplast formation, transformation of the protoplasts, and
regeneration of the cell wall in a manner known per se. Suit-
able procedures for transformation of Aspergillus and Tricho-
derma host cells are described in EP 238023, Yelton et al.,
1984, Proc. Natl. Acad. Sci. USA 81: 1470-1474, and Chris-
tensen et al., 1988, Bio/Technology 6: 1419-1422. Suitable
methods for transforming Fusarium species are described by
Malardier et al., 1989, Gene 78: 147-156, and WO 96/00787.
Yeast may be transformed using the procedures described by
Becker and Guarente, In Abelson, J. N. and Simon, M. 1.,
editors, Guide to Yeast Genetics and Molecular Biology,
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Methods in Enzymology, Volume 194, pp 182-187, Academic
Press, Inc., New York; Ito et al., 1983, J. Bacteriol. 153: 163,
and Hinnen et al., 1978, Proc. Natl. Acad. Sci. USA 75: 1920.
Methods of Production

Methods for producing a polypeptide, e.g., a polypeptide
having cellulolytic enhancing activity, a cellulolytic enzyme,
a hemicellulolytic enzyme, etc., comprise (a) cultivating a
cell, which in its wild-type form is capable of producing the
polypeptide, under conditions conducive for production of
the polypeptide; and (b) recovering the polypeptide.

Alternatively, methods for producing a polypeptide, e.g., a
polypeptide having cellulolytic enhancing activity, a cellu-
lolytic enzyme, a hemicellulolytic enzyme, etc., comprise (a)
cultivating a recombinant host cell under conditions condu-
cive for production of the polypeptide; and (b) recovering the
polypeptide.

In the production methods, the cells are cultivated in a
nutrient medium suitable for production of the polypeptide
using methods well known in the art. For example, the cell
may be cultivated by shake flask cultivation, and small-scale
or large-scale fermentation (including continuous, batch, fed-
batch, or solid state fermentations) in laboratory or industrial
fermentors performed in a suitable medium and under con-
ditions allowing the polypeptide to be expressed and/or iso-
lated. The cultivation takes place in a suitable nutrient
medium comprising carbon and nitrogen sources and inor-
ganic salts, using procedures known in the art. Suitable media
are available from commercial suppliers or may be prepared
according to published compositions (e.g., in catalogues of
the American Type Culture Collection). If the polypeptide is
secreted into the nutrient medium, the polypeptide can be
recovered directly from the medium. If the polypeptide is not
secreted, it can be recovered from cell lysates.

The polypeptide may be detected using methods known in
the art that are specific for the polypeptides. These detection
methods may include use of specific antibodies, formation of
an enzyme product, or disappearance of an enzyme substrate.
For example, an enzyme assay may be used to determine the
activity of the polypeptide. The polypeptides having cellu-
lolytic enhancing activity are detected using the methods
described herein.

The resulting broth may be used as is or the polypeptide
may be recovered using methods known in the art. For
example, the polypeptide may be recovered from the nutrient
medium by conventional procedures including, but not lim-
ited to, centrifugation, filtration, extraction, spray-drying,
evaporation, or precipitation.

The polypeptides may be purified by a variety of proce-
dures known in the art including, but not limited to, chroma-
tography (e.g., ion exchange, affinity, hydrophobic, chro-
matofocusing, and size exclusion), electrophoretic
procedures (e.g., preparative isoelectric focusing), differen-
tial solubility (e.g., ammonium sulfate precipitation), SDS-
PAGE, or extraction (see, e.g., Protein Purification, 1.-C.
Janson and Lars Ryden, editors, VCH Publishers, New York,
1989) to obtain substantially pure polypeptides.

In an alternative aspect, the polypeptide is not recovered,
but rather a host cell expressing a polypeptide is used as a
source of the polypeptide.

Methods for Processing Cellulosic Material

The compositions and methods ofthe present invention can
be used to saccharify a cellulosic material to fermentable
sugars and convert the fermentable sugars to many useful
substances, e.g., fuel, potable ethanol, and/or fermentation
products (e.g., acids, alcohols, ketones, gases, and the like).
The production of a desired fermentation product from cel-
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Iulosic material typically involves pretreatment, enzymatic
hydrolysis (saccharification), and fermentation.

The present invention also relates to methods for degrading
or converting a cellulosic material, comprising: treating the
cellulosic material with an enzyme composition in the pres-
ence of a polypeptide having cellulolytic enhancing activity
and a heterocyclic compound. In one aspect, the method
above further comprises recovering the degraded or con-
verted cellulosic material. Soluble products of degradation or
conversion of the cellulosic material can be separated from
the insoluble cellulosic material using technology well
known in the art such as, for example, centrifugation, filtra-
tion, and gravity settling.

The present invention also relates to methods for producing
a fermentation product, comprising: (a) saccharitying a cel-
Iulosic material with an enzyme composition in the presence
of a polypeptide having cellulolytic enhancing activity and a
heterocyclic compound; (b) fermenting the saccharified cel-
Iulosic material with one or more (e.g., several) fermenting
microorganisms to produce the fermentation product; and (c)
recovering the fermentation product from the fermentation.

The present invention also relates to methods of fermenting
a cellulosic material, comprising: fermenting the cellulosic
material with one or more (e.g., several) fermenting microor-
ganisms, wherein the cellulosic material is saccharified with
an enzyme composition in the presence of a polypeptide
having cellulolytic enhancing activity and a heterocyclic
compound. In one aspect, the fermenting of the cellulosic
material produces a fermentation product. In another aspect,
the method further comprises recovering the fermentation
product from the fermentation.

In one aspect, the heterocyclic compound is recovered
following saccharification or fermentation and recycled back
to a new saccharification reaction. Recycling of the hetero-
cyclic compound can be accomplished using processes con-
ventional in the art.

The processing of cellulosic material according to the
present invention can be accomplished using processes con-
ventional in the art. Moreover, the methods of the present
invention can be implemented using any conventional biom-
ass processing apparatus configured to operate in accordance
with the invention.

Hydrolysis (saccharification) and fermentation, separate or
simultaneous, include, but are not limited to, separate
hydrolysis and fermentation (SHF); simultaneous saccharifi-
cation and fermentation (SSF); simultaneous saccharification
and cofermentation (SSCF); hybrid hydrolysis and fermen-
tation (HHF); separate hydrolysis and co-fermentation
(SHCF); hybrid hydrolysis and co-fermentation (HHCF); and
direct microbial conversion (DMC), also sometimes called
consolidated bioprocessing (CBP). SHF uses separate pro-
cess steps to first enzymatically hydrolyze cellulosic material
to fermentable sugars, e.g., glucose, cellobiose, cellotriose,
and pentose monomers, and then ferment the fermentable
sugars to ethanol. In SSF, the enzymatic hydrolysis of cellu-
losic material and the fermentation of sugars to ethanol are
combined in one step (Philippidis, G. P., 1996, Cellulose
bioconversion technology, in Handbook on Bioethanol: Pro-
duction and Utilization, Wyman, C. E., ed., Taylor & Francis,
Washington, D.C., 179-212). SSCF involves the cofermenta-
tion of multiple sugars (Sheehan, J., and Himmel, M., 1999,
Enzymes, energy and the environment: A strategic perspec-
tive on the U.S. Department of Energy’s research and devel-
opment activities for bioethanol, Biotechnol. Prog. 15: 817-
827). HHF involves a separate hydrolysis step, and in addition
a simultaneous saccharification and hydrolysis step, which
can be carried out in the same reactor. The steps in an HHF
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process can be carried out at different temperatures, i.e., high
temperature enzymatic saccharification followed by SSF at a
lower temperature that the fermentation strain can tolerate.
DMC combines all three processes (enzyme production,
hydrolysis, and fermentation) in one or more (e.g., several)
steps where the same organism is used to produce the
enzymes for conversion of the cellulosic material to ferment-
able sugars and to convert the fermentable sugars into a final
product (Lynd, L. R., Weimer, P. J.; van Zyl, W. H., and
Pretorius, 1. S., 2002, Microbial cellulose utilization: Funda-
mentals and biotechnology, Microbiol. Mol. Biol. Reviews
66: 506-577). It is understood herein that any method known
in the art comprising pretreatment, enzymatic hydrolysis
(saccharification), fermentation, or a combination thereof,
can be used in the practicing the methods of the present
invention.

A conventional apparatus can include a fed-batch stirred
reactor, a batch stirred reactor, a continuous flow stirred reac-
tor with ultrafiltration, and/or a continuous plug-flow column
reactor (Fernanda de Castilhos Corazza, Flavio Faria de
Moraes, Gisella Maria Zanin and Ivo Neitzel, 2003, Optimal
control in fed-batch reactor for the cellobiose hydrolysis,
Acta Scientiarum. Technology 25: 33-38; Gusakov, A. V., and
Sinitsyn, A. P., 1985, Kinetics of the enzymatic hydrolysis of
cellulose: 1. A mathematical model for a batch reactor pro-
cess, Enz. Microb. Technol. 7: 346-352), an attrition reactor
(Ryu, S. K., and Lee, J. M., 1983, Bioconversion of waste
cellulose by using an attrition bioreactor, Biotechnol. Bioeng.
25: 53-65), or a reactor with intensive stirring induced by an
electromagnetic field (Gusakov, A. V., Sinitsyn, A. P., Davy-
dkin, I. Y., Davydkin, V. Y., Protas, O. V., 1996, Enhancement
of'enzymatic cellulose hydrolysis using a novel type of biore-
actor with intensive stirring induced by electromagnetic field,
Appl. Biochem. Biotechnol. 56: 141-153). Additional reactor
types include: fluidized bed, upflow blanket, immobilized,
and extruder type reactors for hydrolysis and/or fermentation.

Pretreatment.

In practicing the methods of the present invention, any
pretreatment process known in the art can be used to disrupt
plant cell wall components of cellulosic material (Chandra et
al., 2007, Substrate pretreatment: The key to effective enzy-
matic hydrolysis of lignocellulosics? Adv. Biochem. Engin./
Biotechnol. 108: 67-93; Galbe and Zacchi, 2007, Pretreat-
ment of lignocellulosic materials for efficient bioethanol
production, Adv. Biochem. Engin./Biotechnol. 108: 41-65;
Hendriks and Zeeman, 2009, Pretreatments to enhance the
digestibility of lignocellulosic biomass, Bioresource Technol.
100: 10-18; Mosier et al., 2005, Features of promising tech-
nologies for pretreatment of lignocellulosic biomass, Biore-
source Technol. 96: 673-686; Taherzadeh and Karimi, 2008,
Pretreatment of lignocellulosic wastes to improve ethanol and
biogas production: A review, Int. J. of Mol. Sci. 9: 1621-1651;
Yang and Wyman, 2008, Pretreatment: the key to unlocking
low-cost cellulosic ethanol, Biofuels Bioproducts and Biore-
fining-Biofpr. 2: 26-40).

The cellulosic material can also be subjected to particle
size reduction, pre-soaking, wetting, washing, or condition-
ing prior to pretreatment using methods known in the art.

Conventional pretreatments include, but are not limited to,
steam pretreatment (with or without explosion), dilute acid
pretreatment, hot water pretreatment, alkaline pretreatment,
lime pretreatment, wet oxidation, wet explosion, ammonia
fiber explosion, organosolv pretreatment, and biological pre-
treatment. Additional pretreatments include ammonia perco-
lation, ultrasound, electroporation, microwave, supercritical
CO,, supercritical H,O, ozone, and gamma irradiation pre-
treatments.
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The cellulosic material can be pretreated before hydrolysis
and/or fermentation. Pretreatment is preferably performed
prior to the hydrolysis. Alternatively, the pretreatment can be
carried out simultaneously with enzyme hydrolysis to release
fermentable sugars, such as glucose, xylose, and/or cello-
biose. In most cases the pretreatment step itself results in
some conversion of biomass to fermentable sugars (even in
absence of enzymes).

Steam Pretreatment: In steam pretreatment, cellulosic
material is heated to disrupt the plant cell wall components,
including lignin, hemicellulose, and cellulose to make the
cellulose and other fractions, e.g., hemicellulose, accessible
to enzymes. Cellulosic material is passed to or through a
reaction vessel where steam is injected to increase the tem-
perature to the required temperature and pressure and is
retained therein for the desired reaction time. Steam pretreat-
ment is preferably done at 140-230° C., more preferably
160-200° C., and most preferably 170-190° C., where the
optimal temperature range depends on any addition of a
chemical catalyst. Residence time for the steam pretreatment
is preferably 1-15 minutes, more preferably 3-12 minutes,
and most preferably 4-10 minutes, where the optimal resi-
dence time depends on temperature range and any addition of
a chemical catalyst. Steam pretreatment allows for relatively
high solids loadings, so that cellulosic material is generally
only moist during the pretreatment. The steam pretreatment is
often combined with an explosive discharge of the material
after the pretreatment, which is known as steam explosion,
that is, rapid flashing to atmospheric pressure and turbulent
flow of the material to increase the accessible surface area by
fragmentation (Duff and Murray, 1996, Bioresource Technol-
ogy 855: 1-33; Galbe and Zacchi, 2002, Appl. Microbiol.
Biotechnol. 59: 618-628; U.S. Patent Application No.
20020164730). During steam pretreatment, hemicellulose
acetyl groups are cleaved and the resulting acid autocatalyzes
partial hydrolysis of the hemicellulose to monosaccharides
and oligosaccharides. Lignin is removed to only a limited
extent.

A catalyst such as H,SO,, or SO, (typically 0.3 to 3% w/w)
is often added prior to steam pretreatment, which decreases
the time and temperature, increases the recovery, and
improves enzymatic hydrolysis (Ballesteros et al., 2006,
Appl. Biochem. Biotechnol. 129-132: 496-508; Varga et al.,
2004, Appl. Biochem. Biotechnol. 113-116: 509-523; Sassner
et al., 2006, Enzyme Microb. Technol. 39: 756-762).

Chemical Pretreatment: The term “chemical treatment”
refers to any chemical pretreatment that promotes the sepa-
ration and/or release of cellulose, hemicellulose, and/or lig-
nin. Examples of suitable chemical pretreatment processes
include, for example, dilute acid pretreatment, lime pretreat-
ment, wet oxidation, ammonia fiber/freeze explosion
(AFEX), ammonia percolation (APR), and organosolv pre-
treatments.

In dilute acid pretreatment, cellulosic material is mixed
with dilute acid, typically H,SO,, and water to form a slurry,
heated by steam to the desired temperature, and after a resi-
dence time flashed to atmospheric pressure. The dilute acid
pretreatment can be performed with a number of reactor
designs, e.g., plug-flow reactors, counter-current reactors, or
continuous counter-current shrinking bed reactors (Duff and
Murray, 1996, supra; Schell et al., 2004, Bioresource Technol.
91:179-188; Leeetal., 1999, Adv. Biochem. Eng. Biotechnol.
65: 93-115).

Several methods of pretreatment under alkaline conditions
can also be used. These alkaline pretreatments include, but
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are not limited to, lime pretreatment, wet oxidation, ammonia
percolation (APR), and ammonia fiber/freeze explosion
(AFEX).

Lime pretreatment is performed with calcium carbonate,
sodium hydroxide, or ammonia at low temperatures of
85-150° C. and residence times from 1 hour to several days
(Wyman et al., 2005, Bioresource Technol. 96: 1959-1966;
Mosier et al., 2005, Bioresource Technol. 96: 673-686). WO
2006/110891, WO 2006/11899, WO 2006/11900, and WO
2006/110901 disclose pretreatment methods using ammonia.

Wet oxidation is a thermal pretreatment performed typi-
cally at 180-200° C. for 5-15 minutes with addition of an
oxidative agent such as hydrogen peroxide or over-pressure
of oxygen (Schmidt and Thomsen, 1998, Bioresource Tech-
nol. 64: 139-151; Palonen et al., 2004, Appl. Biochem. Bio-
technol. 117:1-17; Varga et al., 2004, Biotechnol. Bioeng. 88:
567-574; Martin et al., 2006, J. Chem. Technol. Biotechnol.
81: 1669-1677). The pretreatment is performed at preferably
1-40% dry matter, more preferably 2-30% dry matter, and
most preferably 5-20% dry matter, and often the initial pH is
increased by the addition of alkali such as sodium carbonate.

A modification of the wet oxidation pretreatment method,
known as wet explosion (combination of wet oxidation and
steam explosion), can handle dry matter up to 30%. In wet
explosion, the oxidizing agent is introduced during pretreat-
ment after a certain residence time. The pretreatment is then
ended by flashing to atmospheric pressure (WO 2006/
032282).

Ammonia fiber explosion (AFEX) involves treating cellu-
losic material with liquid or gaseous ammonia at moderate
temperatures such as 90-100° C. and high pressure such as
17-20 bar for 5-10 minutes, where the dry matter content can
be as high as 60% (Gollapalli et al., 2002, App!. Biochem.
Biotechnol. 98: 23-35; Chundawat et al., 2007, Biotechnol.
Bioeng. 96: 219-231; Alizadeh et al., 2005, Appl. Biochem.
Biotechnol. 121: 1133-1141; Teymouri et al., 2005, Biore-
source Technol. 96: 2014-2018). AFEX pretreatment results
in the depolymerization of cellulose and partial hydrolysis of
hemicellulose. Lignin-carbohydrate complexes are cleaved.

Organosolv pretreatment delignifies cellulosic material by
extraction using aqueous ethanol (40-60% ethanol) at 160-
200° C. for 30-60 minutes (Pan et al., 2005, Biotechnol.
Bioeng. 90: 473-481; Pan et al., 2006, Biotechnol. Bioeng. 94:
851-861; Kurabi etal., 2005, Appl. Biochem. Biotechnol. 121:
219-230). Sulphuric acid is usually added as a catalyst. In
organosolv pretreatment, the majority of hemicellulose is
removed.

Other examples of suitable pretreatment methods are
described by Schell et al., 2003, Appl. Biochem. and Biotech-
nol. Vol. 105-108, p. 69-85, and Mosier et al., 2005, Biore-
source Technology 96: 673-686, and U.S. Published Applica-
tion 2002/0164730.

In one aspect, the chemical pretreatment is preferably car-
ried out as an acid treatment, and more preferably as a con-
tinuous dilute and/or mild acid treatment. The acid is typi-
cally sulfuric acid, but other acids can also be used, such as
acetic acid, citric acid, nitric acid, phosphoric acid, tartaric
acid, succinic acid, hydrogen chloride, or mixtures thereof.
Mild acid treatment is conducted in the pH range of prefer-
ably 1-5, more preferably 1-4, and most preferably 1-3. Inone
aspect, the acid concentration is in the range from preferably
0.01 to 20 wt % acid, more preferably 0.05 to 10 wt % acid,
even more preferably 0.1 to 5 wt % acid, and most preferably
0.2 to 2.0 wt % acid. The acid is contacted with cellulosic
material and held at a temperature in the range of preferably
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160-220° C., and more preferably 165-195° C., for periods
ranging from seconds to minutes to, e.g., 1 second to 60
minutes.

In another aspect, pretreatment is carried out as an ammo-
nia fiber explosion step (AFEX pretreatment step).

In another aspect, pretreatment takes place in an aqueous
slurry. In preferred aspects, cellulosic material is present dur-
ing pretreatment in amounts preferably between 10-80 wt %,
more preferably between 20-70 wt %, and most preferably
between 30-60 wt %, such as around 50 wt %. The pretreated
cellulosic material can be unwashed or washed using any
method known in the art, e.g., washed with water.

Mechanical Pretreatment The term “mechanical pretreat-
ment” refers to various types of grinding or milling (e.g., dry
milling, wet milling, or vibratory ball milling).

Physical Pretreatment: The term “physical pretreatment™
refers to any pretreatment that promotes the separation and/or
release of cellulose, hemicellulose, and/or lignin from cellu-
losic material. For example, physical pretreatment can
involve irradiation (e.g., microwave irradiation), steaming/
steam explosion, hydrothermolysis, and combinations
thereof.

Physical pretreatment can involve high pressure and/or
high temperature (steam explosion). In one aspect, high pres-
sure means pressure in the range of preferably about 300 to
about 600 psi, more preferably about 350 to about 550 psi,
and most preferably about 400 to about 500 psi, such as
around 450 psi. In another aspect, high temperature means
temperatures in the range of about 100 to about 300° C.,
preferably about 140 to about 235° C. In a preferred aspect,
mechanical pretreatment is performed in a batch-process,
steam gun hydrolyzer system that uses high pressure and high
temperature as defined above, e.g., a Sunds Hydrolyzer avail-
able from Sunds Defibrator AB, Sweden.

Combined Physical and Chemical Pretreatment: Cellulo-
sic material can be pretreated both physically and chemically.
For instance, the pretreatment step can involve dilute or mild
acid treatment and high temperature and/or pressure treat-
ment. The physical and chemical pretreatments can be carried
out sequentially or simultaneously, as desired. A mechanical
pretreatment can also be included.

Accordingly, in a preferred aspect, cellulosic material is
subjected to mechanical, chemical, or physical pretreatment,
or any combination thereof, to promote the separation and/or
release of cellulose, hemicellulose, and/or lignin.

Biological Pretreatment: The term “biological pretreat-
ment” refers to any biological pretreatment that promotes the
separation and/or release of cellulose, hemicellulose, and/or
lignin from cellulosic material. Biological pretreatment tech-
niques can involve applying lignin-solubilizing microorgan-
isms (see, for example, Hsu, T.-A., 1996, Pretreatment of
biomass, in Handbook on Bioethanol: Production and Utili-
zation, Wyman, C. E., ed., Taylor & Francis, Washington,
D.C.,179-212; Ghosh and Singh, 1993, Physicochemical and
biological treatments for enzymatic/microbial conversion of
cellulosic biomass, Adv. Appl. Microbiol. 39: 295-333;
McMillan, J. D., 1994, Pretreating lignocellulosic biomass: a
review, in Enzymatic Conversion of Biomass for Fuels Pro-
duction, Himmel, M. E., Baker, J. O., and Overend, R. P, eds.,
ACS Symposium Series 566, American Chemical Society,
Washington, D.C., chapter 15; Gong, C. S., Cao,N.J.,Du, J.,
and Tsao, G. T., 1999, Ethanol production from renewable
resources, in Advances in Biochemical Engineering/Biotech-
nology, Scheper, T., ed., Springer-Verlag Berlin Heidelberg,
Germany, 65: 207-241; Olsson and Hahn-Hagerdal, 1996,
Fermentation of lignocellulosic hydrolysates for ethanol pro-
duction, Enz. Microb. Tech. 18: 312-331; and Vallander and



US 9,404,137 B2

79

Eriksson, 1990, Production of ethanol from lignocellulosic
materials: State of the art, Adv. Biochem. Eng./Biotechnol. 42:
63-95).

Saccharification.

In the hydrolysis step, also known as saccharification, the
cellulosic material, e.g., pretreated, is hydrolyzed to break
down cellulose and alternatively also hemicellulose to fer-
mentable sugars, such as glucose, cellobiose, xylose, xylu-
lose, arabinose, mannose, galactose, and/or soluble oligosac-
charides. The hydrolysis is performed enzymatically by an
enzyme composition in the presence of a polypeptide having
cellulolytic enhancing activity and a heterocyclic compound.
The enzyme and protein components of the compositions can
be added sequentially.

Enzymatic hydrolysis is preferably carried out in a suitable
aqueous environment under conditions that can be readily
determined by one skilled in the art. In a preferred aspect,
hydrolysis is performed under conditions suitable for the
activity of the enzyme(s), i.e., optimal for the enzyme(s). The
hydrolysis can be carried out as a fed batch or continuous
process where the pretreated cellulosic material (substrate) is
fed gradually to, for example, an enzyme containing hydroly-
sis solution.

The saccharification is generally performed in stirred-tank
reactors or fermentors under controlled pH, temperature, and
mixing conditions. Suitable process time, temperature and
pH conditions can readily be determined by one skilled in the
art. For example, the saccharification can last up to 200 hours,
but is typically performed for preferably about 12 to about 96
hours, more preferably about 16 to about 72 hours, and most
preferably about 24 to about 48 hours. The temperature is in
the range of preferably about 25° C. to about 70° C., more
preferably about 30° C. to about 65° C., and more preferably
about 40° C. to 60° C., in particular about 50° C. The pH is in
the range of preferably about 3 to about 8, more preferably
about 3.5 to about 7, and most preferably about 4 to about 6,
in particular about pH 5. The dry solids content is in the range
of'preferably about 5 to about 50 wt %, more preferably about
10 to about 40 wt %, and most preferably about 20 to about 30
wt %.

The optimum amounts of the enzymes and polypeptides
having cellulolytic enhancing activity depend on several fac-
tors including, but not limited to, the mixture of component
cellulolytic enzymes, the cellulosic substrate, the concentra-
tion of cellulosic substrate, the pretreatment(s) of the cellu-
losic substrate, temperature, time, pH, and inclusion of fer-
menting organism (e.g., yeast for Simultaneous
Saccharification and Fermentation).

In one aspect, an effective amount of cellulolytic or hemi-
cellulolytic enzyme protein to cellulosic material is about 0.5
to about 50 mg, preferably at about 0.5 to about 40 mg, more
preferably at about 0.5 to about 25 mg, more preferably at
about 0.75 to about 20 mg, more preferably at about 0.75 to
about 15 mg, even more preferably at about 0.5 to about 10
mg, and most preferably at about 2.5 to about 10 mg per g of
cellulosic material.

In another aspect, an effective amount of a polypeptide
having cellulolytic enhancing activity to cellulosic material is
about 0.01 to about 50.0 mg, preferably about 0.01 to about 40
mg, more preferably about 0.01 to about 30 mg, more pref-
erably about 0.01 to about 20 mg, more preferably about 0.01
to about 10 mg, more preferably about 0.01 to about 5 mg,
more preferably at about 0.025 to about 1.5 mg, more pref-
erably at about 0.05 to about 1.25 mg, more preferably at
about 0.075 to about 1.25 mg, more preferably at about 0.1 to

10

15

20

25

30

35

40

45

50

55

60

65

80

about 1.25 mg, even more preferably at about 0.15 to about
1.25 mg, and most preferably at about 0.25 to about 1.0 mg
per g of cellulosic material.

In another aspect, an effective amount of a polypeptide
having cellulolytic enhancing activity to cellulolytic enzyme
protein is about 0.005 to about 1.0 g, preferably at about 0.01
to about 1.0 g, more preferably at about 0.15 to about 0.75 g,
more preferably at about 0.15 to about 0.5 g, more preferably
at about 0.1 to about 0.5 g, even more preferably at about 0.1
to about 0.5 g, and most preferably at about 0.05 to about 0.2
g per g of cellulolytic enzyme protein.

Fermentation.

The fermentable sugars obtained from the hydrolyzed cel-
Iulosic material can be fermented by one or more (e.g., sev-
eral) fermenting microorganisms capable of fermenting the
sugars directly or indirectly into a desired fermentation prod-
uct. “Fermentation” or “fermentation process” refers to any
fermentation process or any process comprising a fermenta-
tion step. Fermentation processes also include fermentation
processes used in the consumable alcohol industry (e.g., beer
and wine), dairy industry (e.g., fermented dairy products),
leather industry, and tobacco industry. The fermentation con-
ditions depend on the desired fermentation product and fer-
menting organism and can easily be determined by one
skilled in the art.

In the fermentation step, sugars, released from cellulosic
material as a result of the pretreatment and enzymatic
hydrolysis steps, are fermented to a product, e.g., ethanol, by
a fermenting organism, such as yeast. Hydrolysis (sacchari-
fication) and fermentation can be separate or simultaneous, as
described herein.

Any suitable hydrolyzed cellulosic material can be used in
the fermentation step in practicing the present invention. The
material is generally selected based on the desired fermenta-
tion product, i.e., the substance to be obtained from the fer-
mentation, and the process employed, as is well known in the
art.

The term “fermentation medium” is understood herein to
refer to a medium before the fermenting microorganism(s)
is(are) added, such as, a medium resulting from a saccharifi-
cation process, as well as a medium used in a simultaneous
saccharification and fermentation process (SSF).

“Fermenting microorganism” refers to any microorgan-
ism, including bacterial and fungal organisms, suitable for
use in a desired fermentation process to produce a fermenta-
tion product. The fermenting organism can be C; and/or C,
fermenting organisms, or a combination thereof. Both C; and
C, fermenting organisms are well known in the art. Suitable
fermenting microorganisms are able to ferment, i.e., convert,
sugars, such as glucose, xylose, xylulose, arabinose, maltose,
mannose, galactose, or oligosaccharides, directly or indi-
rectly into the desired fermentation product.

Examples of bacterial and fungal fermenting organisms
producing ethanol are described by Lin et al., 2006, Appl.
Microbiol. Biotechnol. 69: 627-642.

Examples of fermenting microorganisms that can ferment
C, sugars include bacterial and fungal organisms, such as
yeast. Preferred yeast includes strains of the Saccharomyces
spp., preferably Saccharomyces cerevisiae.

Examples of fermenting organisms that can ferment C;
sugars include bacterial and fungal organisms, such as some
yeast. Preferred C, fermenting yeast include strains of Pichia,
preferably Pichia stipitis, such as Pichia stipitis CBS 5773;
strains of Candida, preferably Candida boidinii, Candida
brassicae, Candida sheatae, Candida diddensii, Candida
pseudotropicalis, or Candida utilis.
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Other fermenting organisms include strains of Zymomo-
nas, such as Zymomonas mobilis; Hansenula, such as
Hansenula anomala; Kluyveromyces, such as K. fragilis;
Schizosaccharomyces, suchas S. pombe; E. coli, especially E.
coli strains that have been genetically modified to improve the
yield of ethanol; Clostridium, such as Clostridium acetobu-
tylicum, Chlostridium thermocellum, and Chlostridium
phytofermentans; Geobacillus sp.; Thermoanaerobacter,
such as Thermoanaerobacter saccharvolyticum; and Bacillus,
such as Bacillus coagulans.

In a preferred aspect, the yeast is a Saccharomyces spp. In
a more preferred aspect, the yeast is Saccharomyces cerevi-
siae. In another more preferred aspect, the yeast is Saccharo-
myces distaticus. In another more preferred aspect, the yeast
is Saccharomyces uvarum. In another preferred aspect, the
yeast is a Kluyveromyces. In another more preferred aspect,
the yeast is Kluyveromyces marxianus. In another more pre-
ferred aspect, the yeast is Kluyveromyces fragilis. In another
preferred aspect, the yeast is a Candida. In another more
preferred aspect, the yeast is Candida boidinii. In another
more preferred aspect, the yeast is Candida brassicae. In
another more preferred aspect, the yeast is Candida diddensii.
In another more preferred aspect, the yeast is Candida
pseudotropicalis. In another more preferred aspect, the yeast
is Candida utilis. In another preferred aspect, the yeast is a
Clavispora. In another more preferred aspect, the yeast is
Clavispora lusitaniae. In another more preferred aspect, the
yeast is Clavispora opuntiae. In another preferred aspect, the
yeast is a Pachysolen. In another more preferred aspect, the
yeast is Pachysolen tannophilus. In another preferred aspect,
the yeast is a Pichia. In another more preferred aspect, the
yeast is a Pichia stipitis. In another preferred aspect, the yeast
is a Bretannomyces. In another more preferred aspect, the
yeast is Bretannomyces clausenii (Philippidis, G. P., 1996,
Cellulose bioconversion technology, in Handbook on Bioet-
hanol: Production and Utilization, Wyman, C. E., ed., Taylor
& Francis, Washington, D.C., 179-212).

Bacteria that can efficiently ferment hexose and pentose to
ethanol include, for example, Zymomonas mobilis,
Clostridium acetobutylicum, Clostridium thermocellum,
Chlostridium phytofermentans, Geobacillus sp., Thermoa-
naerobacter saccharolyticum, and Bacillus coagulans (Phil-
ippidis, 1996, supra).

In a preferred aspect, the bacterium is a Zymomonas. In a
more preferred aspect, the bacterium is Zymomonas mobilis.
In another preferred aspect, the bacterium is a Clostridium. In
another more preferred aspect, the bacterium is Clostridium
thermocellum.

Commercially available yeast suitable for ethanol produc-
tion includes, e.g., ETHANOL RED™ yeast (available from
Fermentis/Lesaftre, USA), FALI™ (available from Fleis-
chmann’s Yeast, USA), SUPERSTART™ and THERMO-
SACC™ fresh yeast (available from Ethanol Technology, W1,
USA), BIOFERM™ AFT and XR (available from NABC—
North American Bioproducts Corporation, GA, USA), GERT
STRAND™ (available from Gert Strand AB, Sweden), and
FERMIOL™ (available from DSM Specialties).

In a preferred aspect, the fermenting microorganism has
been genetically modified to provide the ability to ferment
pentose sugars, such as xylose utilizing, arabinose utilizing,
and xylose and arabinose co-utilizing microorganisms.

The cloning of heterologous genes into various fermenting
microorganisms has led to the construction of organisms
capable of converting hexoses and pentoses to ethanol (cof-
ermentation) (Chen and Ho, 1993, Cloning and improving the
expression of Pichia stipitis xylose reductase gene in Saccha-
romyces cerevisiae, Appl. Biochem. Biotechnol. 39-40: 135-
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147; Ho et al., 1998, Genetically engineered Saccharomyces
yeast capable of effectively cofermenting glucose and xylose,
Appl. Environ. Microbiol. 64: 1852-1859; Kotter and Ciriacy,
1993, Xylose fermentation by Saccharomyces cerevisiae,
Appl. Microbiol. Biotechnol. 38: 776-783; Walfridsson et al.,
1995, Xylose-metabolizing Saccharomyces cerevisiae
strains overexpressing the TKI.1 and TAL1 genes encoding
the pentose phosphate pathway enzymes transketolase and
transaldolase, Appl. Environ. Microbiol. 61: 4184-4190;
Kuyper et al., 2004, Minimal metabolic engineering of Sac-
charomyces cerevisiae for efficient anaerobic xylose fermen-
tation: a proof of principle, FEMS Yeast Research 4: 655-664;
Beall et al., 1991, Parametric studies of ethanol production
from xylose and other sugars by recombinant Escherichia
coli, Biotech. Bioeng. 38: 296-303; Ingram et al., 1998, Meta-
bolic engineering of bacteria for ethanol production, Biotech-
nol. Bioeng. 58: 204-214; Zhang et al., 1995, Metabolic engi-
neering of a pentose metabolism pathway in ethanologenic
Zymomonas mobilis, Science 267: 240-243; Deanda et al.,
1996, Development of an arabinose-fermenting Zymomonas
mobilis strain by metabolic pathway engineering, Appl. Envi-
ron. Microbiol. 62: 4465-4470, WO 2003/062430, xylose
isomerase).

In a preferred aspect, the genetically modified fermenting
microorganism is Saccharomyces cerevisiae. In another pre-
ferred aspect, the genetically modified fermenting microor-
ganism is Zymomonas mobilis. In another preferred aspect,
the genetically modified fermenting microorganism is
Escherichia coli. In another preferred aspect, the genetically
modified fermenting microorganism is Klebsiella oxytoca. In
another preferred aspect, the genetically modified fermenting
microorganism is Kluyveromyces sp.

It is well known in the art that the organisms described
above can also be used to produce other substances, as
described herein.

The fermenting microorganism is typically added to the
degraded lignocellulose or hydrolysate and the fermentation
is performed for about 8 to about 96 hours, such as about 24
to about 60 hours. The temperature is typically between about
26° C.to about 60° C., in particular about 32° C. or 50° C., and
at about pH 3 to about pH 8, such as around pH 4-5, 6, or 7.

In a preferred aspect, the yeast and/or another microorgan-
ism is applied to the degraded cellulosic material and the
fermentation is performed for about 12 to about 96 hours,
such as typically 24-60 hours. In a preferred aspect, the tem-
perature is preferably between about 20° C. to about 60° C.,
more preferably about 25° C. to about 50° C., and most
preferably about 32° C. to about 50° C., in particular about
32°C. or 50° C., and the pH is generally from about pH 3 to
about pH 7, preferably around pH 4-7. However, some fer-
menting organisms, e.g., bacteria, have higher fermentation
temperature optima. Yeast or another microorganism is pref-
erably applied in amounts of approximately 10° to 102, pref-
erably from approximately 107 to 10'°, especially approxi-
mately 2x10° viable cell count per ml of fermentation broth.
Further guidance in respect of using yeast for fermentation
can be found in, e.g., “The Alcohol Textbook™ (Editors K.
Jacques, T. P. Lyons and D. R. Kelsall, Nottingham University
Press, United Kingdom 1999), which is hereby incorporated
by reference.

For ethanol production, following the fermentation the
fermented slurry is distilled to extract the ethanol. The ethanol
obtained according to the methods of the invention can be
used as, e.g., fuel ethanol, drinking ethanol, i.e., potable neu-
tral spirits, or industrial ethanol.

A fermentation stimulator can be used in combination with
any of the processes described herein to further improve the
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fermentation process, and in particular, the performance of
the fermenting microorganism, such as, rate enhancement
and ethanol yield. A “fermentation stimulator” refers to
stimulators for growth of the fermenting microorganisms, in
particular, yeast. Preferred fermentation stimulators for
growth include vitamins and minerals. Examples of vitamins
include multivitamins, biotin, pantothenate, nicotinic acid,
meso-inositol, thiamine, pyridoxine, para-aminobenzoic
acid, folic acid, riboflavin, and Vitamins A, B, C, D, and E.
See, for example, Alfenore et al., Improving ethanol produc-
tion and viability of Saccharomyces cerevisiae by a vitamin
feeding strategy during fed-batch process, Springer-Verlag
(2002), which is hereby incorporated by reference. Examples
of' minerals include minerals and mineral salts that can supply
nutrients comprising P, K, Mg, S, Ca, Fe, Zn, Mn, and Cu.

Fermentation Products:

A fermentation product can be any substance derived from
the fermentation. The fermentation product can be, without
limitation, an alcohol (e.g., arabinitol, n-butanol, isobutanol,
ethanol, glycerol, methanol, ethylene glycol, 1,3-propanediol
[propylene glycol], butanediol, glycerin, sorbitol, and xyli-
tol); an alkane (e.g., pentane, hexane, heptane, octane,
nonane, decane, undecane, and dodecane), a cycloalkane
(e.g., cyclopentane, cyclohexane, cycloheptane, and cyclooc-
tane), an alkene (e.g. pentene, hexene, heptene, and octene);
an amino acid (e.g., aspartic acid, glutamic acid, glycine,
lysine, serine, and threonine); a gas (e.g., methane, hydrogen
(H,), carbon dioxide (CO,), and carbon monoxide (CO));
isoprene; a ketone (e.g., acetone); an organic acid (e.g., acetic
acid, acetonic acid, adipic acid, ascorbic acid, citric acid,
2,5-diketo-D-gluconic acid, formic acid, fumaric acid, glu-
caric acid, gluconic acid, glucuronic acid, glutaric acid, 3-hy-
droxypropionic acid, itaconic acid, lactic acid, malic acid,
malonic acid, oxalic acid, oxaloacetic acid, propionic acid,
succinic acid, and xylonic acid); and polyketide. The fermen-
tation product can also be protein as a high value product.

In a preferred aspect, the fermentation product is an alco-
hol. It will be understood that the term “alcohol” encom-
passes a substance that contains one or more (e.g., several)
hydroxyl moieties. In a more preferred aspect, the alcohol is
n-butanol. In another more preferred aspect, the alcohol is
isobutanol. In another more preferred aspect, the alcohol is
ethanol. In another more preferred aspect, the alcohol is
methanol. In another more preferred aspect, the alcohol is
arabinitol. In another more preferred aspect, the alcohol is
butanediol. In another more preferred aspect, the alcohol is
ethylene glycol. In another more preferred aspect, the alcohol
is glycerin. In another more preferred aspect, the alcohol is
glycerol. In another more preferred aspect, the alcohol is
1,3-propanediol. In another more preferred aspect, the alco-
holis sorbitol. In another more preferred aspect, the alcohol is
xylitol. See, for example, Gong, C. S., Cao, N.J., Du, J., and
Tsao, G. T., 1999, Ethanol production from renewable
resources, in Advances in Biochemical Engineering/Biotech-
nology, Scheper, T., ed., Springer-Verlag Berlin Heidelberg,
Germany, 65: 207-241; Silveira, M. M., and Jonas, R., 2002,
The biotechnological production of sorbitol, Appl. Microbiol.
Biotechnol. 59: 400-408; Nigam, P., and Singh, D., 1995,
Processes for fermentative production of xylitol—a sugar
substitute, Process Biochemistry30(2): 117-124; Ezeji, T. C.,
Qureshi, N. and Blaschek, H. P., 2003, Production of acetone,
butanol and ethanol by Clostridium beijerinckii BA101 and in
situ recovery by gas stripping, World Journal of Microbiology
and Biotechnology 19 (6): 595-603.

In another preferred aspect, the fermentation product is an
alkane. The alkane can be an unbranched or a branched
alkane. In another more preferred aspect, the alkane is pen-
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tane. In another more preferred aspect, the alkane is hexane.
In another more preferred aspect, the alkane is heptane. In
another more preferred aspect, the alkane is octane. Inanother
more preferred aspect, the alkane is nonane. In another more
preferred aspect, the alkane is decane. In another more pre-
ferred aspect, the alkane is undecane. In another more pre-
ferred aspect, the alkane is dodecane.

In another preferred aspect, the fermentation product is a
cycloalkane. In another more preferred aspect, the cycloal-
kane is cyclopentane. In another more preferred aspect, the
cycloalkane is cyclohexane. In another more preferred aspect,
the cycloalkane is cycloheptane. In another more preferred
aspect, the cycloalkane is cyclooctane.

In another preferred aspect, the fermentation product is an
alkene. The alkene can be an unbranched or a branched alk-
ene. In another more preferred aspect, the alkene is pentene.
In another more preferred aspect, the alkene is hexene. In
another more preferred aspect, the alkene is heptene. In
another more preferred aspect, the alkene is octene.

In another preferred aspect, the fermentation product is an
amino acid. In another more preferred aspect, the organic acid
is aspartic acid. In another more preferred aspect, the amino
acid is glutamic acid. In another more preferred aspect, the
amino acid is glycine. In another more preferred aspect, the
amino acid is lysine. In another more preferred aspect, the
amino acid is serine. In another more preferred aspect, the
amino acid is threonine. See, for example, Richard, A., and
Margaritis, A., 2004, Empirical modeling of batch fermenta-
tion kinetics for poly(glutamic acid) production and other
microbial biopolymers, Biotechnology and Bioengineering
87 (4): 501-515.

In another preferred aspect, the fermentation product is a
gas. In another more preferred aspect, the gas is methane. In
another more preferred aspect, the gas is H,. In another more
preferred aspect, the gas is CO,. In another more preferred
aspect, the gas is CO. See, for example, Kataoka, N., A. Miya,
and K. Kiriyama, 1997, Studies on hydrogen production by
continuous culture system of hydrogen-producing anaerobic
bacteria, Water Science and Technology 36 (6-7): 41-47; and
Gunaseelan V. N. in Biomass and Bioenergy,Vol. 13 (1-2), pp.
83-114, 1997, Anaerobic digestion of biomass for methane
production: A review.

In another preferred aspect, the fermentation product is
isoprene.

In another preferred aspect, the fermentation product is a
ketone. It will be understood that the term ‘“ketone” encom-
passes a substance that contains one or more ketone moieties.
In another more preferred aspect, the ketone is acetone. See,
for example, Qureshi and Blaschek, 2003, supra.

In another preferred aspect, the fermentation product is an
organic acid. In another more preferred aspect, the organic
acid is acetic acid. In another more preferred aspect, the
organic acid is acetonic acid. In another more preferred
aspect, the organic acid is adipic acid. In another more pre-
ferred aspect, the organic acid is ascorbic acid. In another
more preferred aspect, the organic acid is citric acid. In
another more preferred aspect, the organic acid is 2,5-diketo-
D-gluconic acid. In another more preferred aspect, the
organic acid is formic acid. In another more preferred aspect,
the organic acid is fumaric acid. In another more preferred
aspect, the organic acid is glucaric acid. In another more
preferred aspect, the organic acid is gluconic acid. In another
more preferred aspect, the organic acid is glucuronic acid. In
another more preferred aspect, the organic acid is glutaric
acid. In another preferred aspect, the organic acid is 3-hy-
droxypropionic acid. In another more preferred aspect, the
organic acid is itaconic acid. In another more preferred
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aspect, the organic acid is lactic acid. In another more pre-
ferred aspect, the organic acid is malic acid. In another more
preferred aspect, the organic acid is malonic acid. In another
more preferred aspect, the organic acid is oxalic acid. In
another more preferred aspect, the organic acid is propionic
acid. In another more preferred aspect, the organic acid is
succinic acid. In another more preferred aspect, the organic
acid is xylonic acid. See, for example, Chen, R., and Lee, Y.
Y., 1997, Membrane-mediated extractive fermentation for
lactic acid production from cellulosic biomass, Appl. Bio-
chem. Biotechnol. 63-65: 435-448.

In another preferred aspect, the fermentation product is
polyketide.

Recovery.

The fermentation product(s) can be optionally recovered
from the fermentation medium using any method known in
the art including, but not limited to, chromatography, electro-
phoretic procedures, differential solubility, distillation, or
extraction. For example, alcohol is separated from the fer-
mented cellulosic material and purified by conventional
methods of distillation. Ethanol with a purity ofup to about 96
vol. % can be obtained, which can be used as, for example,
fuel ethanol, drinking ethanol, i.e., potable neutral spirits, or
industrial ethanol.

The present invention is further described by the following
examples that should not be construed as limiting the scope of
the invention.

EXAMPLES
Media

YP medium was composed of 10 g of yeast extract, 20 g of
Bacto peptone, and deionized water to 1 liter.

LB medium was composed of 10 g of tryptone, 5 g of yeast
extract, 5 g of sodium chloride, and deionized water to 1 liter.

LB agar plates were composed of 10 g of tryptone, 5 g of
yeast extract, 10 g of sodium chloride, 15 g of agar, and
deionized water to 1 liter.

LB ampicillin plates were composed of 10 g of tryptone, 5
g of yeast extract, 5 g of sodium chloride, deionized water to
1 liter, and 50 mg of ampicillin (filter sterilized, added after
autoclaving).

Example 1

Methods of Evaluating the Effect of Heterocyclic
Compounds on GH61 Polypeptides Having
Cellulolytic Enhancing Activity

The effect of various heterocyclic compounds on the cel-
Iulolytic enhancing activity of GH61 polypeptides was evalu-
ated according to the procedures described below.

Microcrystalline cellulose, milled unwashed pretreated
corn stover (milled unwashed PCS), and milled washed pre-
treated corn stover (milled washed PCS) were used as sources
of the cellulosic material. Microcrystalline cellulose
(AVICEL® PH101) was obtained from Sigma-Aldrich (St.
Louis, Mo., USA). Milled washed and unwashed PCS were
prepared according to the procedure described below.

Corn stover was pretreated at the U.S. Department of
Energy National Renewable Energy Laboratory (NREL)
using 1.4% (w/v) sulfuric acid for 8 minutes at 165° C. and
107 psi. The water-insoluble solids in the pretreated corn
stover (PCS) contained 57.5% cellulose, 4.6% hemicellulose,
and 28.4% lignin. The cellulose and hemicellulose composi-
tion were determined by a two-stage sulfuric acid hydrolysis
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with subsequent analysis of sugars by high performance lig-
uid chromatography using NREL Standard Analytical Proce-
dure #002. Lignin was determined gravimetrically after
hydrolyzing the cellulose and hemicellulose fractions with
sulfuric acid using NREL Standard Analytical Procedure
#003. Whole slurry PCS was prepared by adjusting the pH to
5.0 by addition of 10 M NaOH with extensive mixing, and
then autoclaving for 20 minutes at 120° C. The dry weight of
the whole slurry PCS was 29% TS (total solids). Milled
unwashed PCS (dry weight 32.35%) was prepared by milling
whole slurry PCS in a Cosmos ICMG 40 wet multi-utility
grinder (EssEmm Corporation, Tamil Nadu, India). Milled
washed PCS (dry weight 32.35%) was prepared by milling
whole slurry PCS in a Cosmos ICMG 40 wet multi-utility
grinder, followed by washing with deionized water and
decanting off the supernatant fraction repeatedly until the pH
was greater than 4.

A Trichoderma reesei cellulase composition (CELLU-
CLAST® supplemented with Aspergillus oryzae beta-glu-
cosidase, available from Novozymes A/S, Bagsvaerd, Den-
mark) was used as the cellulase preparation. The cellulase
preparation is designated herein in the Examples as “7richo-
derma reesei cellulase composition”.

The hydrolysis of AVICEL®, milled unwashed PCS, or
milled washed PCS was conducted using 2.0 ml deep-well
plates (Axygen Scientific, Union City, Calif., USA) in a total
reaction volume of 1.0 ml. Each hydrolysis was performed
with 14 mg of AVICEL® (14 mg of cellulose) or 50 mg of
PCS (total insoluble solids; 28.8 mg of cellulose) per ml of 50
mM sodium acetate pH 5.0 buffer containing 1 mM manga-
nese sulfate and the 7. reesei cellulase composition at 4 mg
protein per gram of cellulose with and without a heterocyclic
compound at a specified concentration and with and without
GH61 polypeptide having cellulolytic enhancing activity at
0.4 mg per g cellulose (unless otherwise specified). For the
hydrolysis of milled unwashed PCS, the 7. reesei cellulase
composition was dosed at 2 mg protein per gram of cellulose
with and without a heterocyclic compound at a specified
concentration and with and without GH61 polypeptide hav-
ing cellulolytic enhancing activity at 0.2 mg/g cellulose (un-
less otherwise specified). The plate was then sealed using an
ALPS-300™ or ALPS-3000™ plate heat sealer (Abgene,
Epsom, United Kingdom), mixed thoroughly, and incubated
at 50° C. for 3-7 days in an Isotemp Plus incubator (Thermo
Fisher Scientific Inc., Waltham, Mass., USA). All experi-
ments were performed at least in duplicate.

Following hydrolysis, samples were filtered using a 0.45
um MULTISCREEN® 96-well filter plate (Millipore, Bed-
ford, Mass., USA) and filtrates analyzed for sugar content as
described below. When not used immediately, filtered ali-
quots were frozen at —20° C. The sugar concentrations of
samples, diluted to appropriate concentrations in 0.005 M
H,SO,, were measured using a 4.6x250 mm AMINEX®
HPX-87H column (Bio-Rad Laboratories, Inc., Hercules,
Calif., USA) by elution with 0.05% (w/w) benzoic acid-0.005
M H,S0, at 65° C. at a flow rate of 0.6 ml per minute, and
quantitated by integration of the glucose and cellobiose sig-
nals from refractive index detection (CHEMSTATION®,
AGILENT® 1100 HPLC, Agilent Technologies, Santa Clara,
Calif., USA) calibrated by pure sugar samples. The resultant
glucose and cellobiose equivalents were used to calculate the
percentage of cellulose conversion for each reaction. Mea-
sured sugar concentrations were adjusted for the appropriate
dilution factor. In case of milled washed PCS, the net con-
centrations of enzymatically-produced sugars were deter-
mined by adjusting the measured sugar concentrations for
corresponding background sugar concentrations in milled
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washed PCS obtained from a control in which no enzymes
(such as the 7. reesei cellulase composition) were added. Data
were processed using MICROSOFT EXCEL™ software
(Microsoft, Richland, Wash., USA).

Percent conversion was calculated based on the mass ratio
of solubilized glucosyl units to the initial mass of insoluble
cellulose. Only glucose and cellobiose were measured for
soluble sugars, as cellodextrins longer than cellobiose were
present in negligible concentrations (due to enzymatic
hydrolysis). The extent of total cellulose conversion was cal-
culated using the following equation:

% conversion = (Equation 1)

([gluwse](%f) +(L0s3 e[ceuobiose](z_f)))

x 100

L111x [cellulose](%g)

The 1.111 and 1.053 factors for glucose and cellobiose,
respectively, take into account the increase in mass when the
glucosyl units in cellulose (average molecular mass of 162
daltons) are converted to glucose (molecular mass of 180
daltons) or cellobiose glucosyl units (average molecular mass
of 171 daltons).

The compounds evaluated include dehydroascorbic acid
([1,2-dihydroxyethyl|furan-2,3,4(5SH)-trione), ascorbic acid
((1,2-dihydroxyethyl)-3,4-dihydroxyfuran-2(5H)-one),
4-hydroxy-5-methyl-3-furanone, 5-hydroxy-2(5H)-fura-
none, (R)-(+)-a-hydroxy-y-butyrolactone, D-(+)-gluconic
acid d-lactone, D-(+)-ribonic y-lactone, D-(+)-glucuronic
acid y-lactone, retinol, retinal, furoin, 2-hydroxyacetophe-
none, 2,3-butanedione, 2(SH)-furanone, 5,6-dihydro-2H-py-
ran-2-one, 5,6-dihydro-4-hydroxy-6-methyl-2H-pyran-2-
one, 4-hydroxycoumarin, dihydrobenzofuran,
5-(hydroxymethyl)furfural, D-xylonic y-lactone, 3-hydroxy-
5-methylisoxazole, D-glucal or 1,5-anhydro-2-deoxy-D-ara-
bino-hex-1-enitol, and 3-deoxyglucosone or 3-deoxy-D-
erythro-hexosulose. The compounds were obtained from
Sigma-Aldrich Co. (St. Louis, Mo., USA). D-xylonic y-lac-
tone was obtained from Carbosynth (Campton, Berkshire,
UK)

Example 2

Preparation of GH61 Polypeptides Having
Cellulolytic Enhancing Activity

Thermoascus aurantiacus GH61 A polypeptide having cel-
Iulolytic enhancing activity (SEQ ID NO: 13 [DNA
sequence] and SEQ ID NO: 14 [deduced amino acid
sequence]) was recombinantly prepared according to WO
2005/074656 using Aspergillus oryzae Jal.250 as a host. The
recombinantly produced 7. aurantiacus GH61 A polypeptide
was first concentrated from 60 ml to 7 ml, by ultrafiltration
using a 10 kDa membrane (VIVASPIN®, GE Healthcare,
Piscataway, N.J., USA), buffer exchanged into 20 mM Tris-
HCl plus 150 mM NaCl pH 8.0, and then purified using a 320
ml SUPERDEX® 75 column (GE Healthcare, Piscataway,
N.J., USA) equilibrated with 20 mM Tris-HCl plus 150 mM
NaCl pH 8.0 at a flow rate of 1 ml per minute. Fractions of 5
ml were collected and pooled based on SDS-PAGE.

Penicillium pinophilum GH61A polypeptide having cellu-
lolytic enhancing activity (SEQ ID NO: 31 [DNA sequence]
and SEQ ID NO: 32 [deduced amino acid sequence]) was
recombinantly prepared according to WO 2011/005867 using
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Aspergillus oryzae HowB101 as a host. The recombinantly
produced P. pinophilum GHG61A polypeptide was desalted
and concentrated into 20 mM Tris pH 8.0 using a 10 kDa
MWCO membrane and purified by size exclusion chroma-
tography using SUPERDEX® S75. The purification buffer
was 150 mM NaCl, 20 mM Tris 8.0. Homogeneity was con-
firmed by SDS-PAGE.

Aspergillus fumigatus GH61A polypeptide having cellu-
lolytic enhancing activity (SEQ ID NO: 29 [DNA sequence]
and SEQ ID NO: 30 [deduced amino acid sequence]) was
recombinantly prepared according to WO 2010/138754 using
Aspergillus oryzae Jal.355 as a host. The recombinantly pro-
duced A. fumigatus GH61B polypeptide was desalted and
concentrated into 20 mM Tris pH 8.0 using a 10 kDa MWCO
membrane and purified by size exclusion chromatography
using SUPERDEX® S75 (GE Healthcare, Piscataway, N.J.,
USA). The purification buffer was 150 mM NaCl, 20 mM Tris
8.0. Homogeneity was confirmed by SDS-PAGE.

Talaromyces stipitatus GH61A polypeptide having cellu-
lolytic enhancing activity (SEQ ID NO: 163 [DNA sequence]
and SEQ ID NO: 164 [deduced amino acid sequence]) was
recombinantly prepared as described in Example 3.

Trichoderma reesei GH61B polypeptide having cellu-
lolytic enhancing activity (SEQ ID NO: 15 [DNA sequence]
and SEQ ID NO: 16 [deduced amino acid sequence]) was
recombinantly prepared according to WO 2007/089290 A2
using Aspergillus oryzae Jal.250 as ahost. The recombinantly
produced 7. reesei GH61B polypeptide was purified accord-
ing to WO 2007/089290 A2.

Thielavia terrestris GH61E polypeptide having cellu-
lolytic enhancing activity (SEQ ID NO: 7 [DNA sequence]
and SEQ ID NO: 8 [deduced amino acid sequence]) was
recombinantly prepared according to WO 2005/074647 A2
using Trichoderma reesei RutC30 as a host. The recombi-
nantly produced 7. terrestris GH61E polypeptide was puri-
fied according to WO 2005/074647 A2.

Protein concentration was determined using a Microplate
BCA™ Protein Assay Kit (Thermo Fisher Scientific Inc.,
Rockford, 11l., USA) in which bovine serum albumin was
used as a protein standard.

Example 3

Cloning and Expression of a Talaromyces Stipitatus
Ts1 GH61 Polypeptide

For identification of the Talaromyces stipitatus ATCC
52271 GH61 polypeptide gene, the open reading frame of the
T. stipitatus GH61 polypeptide (SEQ 1D NO: 163 [DNA
sequence] and SEQ ID NO: 164 [deduced amino acid
sequence]) was identified from the genome DNA sequence of
T. stipitatus ATCC 52271 released by the JCVI Institute (San
Diego, Calif., USA). The Ts1 GH61 genomic sequence was
identified by performing a TFasty search against the nucleic
acid sequences using several known GH61 protein sequences
as queries. Tfasty compares a protein sequence to a DNA
sequence database, calculating similarities with frameshifts
to the forward and reverse orientations, and allowing frame-
shifts within codons. Tfasty is part of the FASTA3 program
suite (Pearson, 2000, Methods Mol. Biol. 132: 185-219).

The Talaromyces stipitatus ATCC 52271 GH61 polypep-
tide gene was cloned from genomic DNA as described below.
Genomic DNA from 7. stipitatus ATCC 52271 was isolated
using a FASTDNA® SPIN Kit for Soil (MP Biomedicals,
Solon, Ohio, USA) using a modification of the manufactur-
er’s instructions. Briefly, the Kit was used with a FAST-
PREP®-24 Homogenization System (MP Biomedicals,
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Solon, Ohio, USA). T stipitatus was grown in 5 ml of YP
medium supplemented with 2% glucose for 48 hours at 30° C.
Two ml of fungal material from the cultures were harvested
by centrifugation at 14,000xg for 2 minutes. The supernatant
was removed and the pellet resuspended in 500 ul of deion-
ized water. The suspension was transferred to a Lysing Matrix
E tube (FASTDNA® SPIN Kit) and 790 ul of sodium phos-
phate buffer and 100 pul of MT buffer (FASTDNA® SPIN Kit)
were added to the tube. The sample was then secured in a
FASTPREP™ System (MP Biomedicals, Solon, Ohio, USA)
and processed for 60 seconds at a speed of 5.5 m/second. The
sample was then centrifuged at 14,000xg for two minutes and
the supernatant transferred to an EPPENDORF® tube. A 250
ul volume of PPS reagent from the FASTDNA® SPIN Kit
was added and then the sample was mixed gently by inver-
sion. The sample was again centrifuged at 14,000xg for 5
minutes. The supernatant was transferred to a 15 ml FAL-
CON® 2059 tube. One ml of Binding Matrix suspension
(FASTDNA® SPIN Kit) was added and then mixed by inver-
sion for two minutes. The sample was placed in a stationary
tube rack and the Binding Matrix was allowed to settle for 3
minutes. Then 500 pl of the supernatant were removed and
discarded and the remaining sample was resuspended in the
Binding Matrix. This sample was then transferred to a
SPIN™ filter (FASTDNA® SPIN Kit) and centrifuged at
14,000xg for 1 minute. The catch tube was emptied and the
remaining matrix suspension added to the SPIN™ filter. The
sample was again centrifuged at 14,000xg for 1 minute. A 500
ul volume of SEWS-M solution (FASTDNA® SPIN Kit) was
added to the SPIN™ filter and the sample was centrifuged at
the same speed for 1 minute. The catch tube was emptied and
the SPIN™ filter replaced in the catch tube. The unit was
centrifuged at 14,000xg for 2 minutes to dry the matrix of
residual SEWS-M wash solution. The SPIN™ filter was
placed in a fresh catch tube and allowed to air dry for 5
minutes at room temperature. The matrix was gently resus-
pended in 100 ul of DES (FASTDNA® SPIN Kit) with a pipet
tip. The unit was centrifuged at 14,000xg for 1 minute. The
concentration of the DNA harvested from the catch tube was
determined at 260 nm. The genomic DNA was diluted in TE
Buffer (1 mM EDTA-10 mM Tris pH 8.0) to 100 ng/ul.

The Talaromyces stipitatus Ts1 GH61 polypeptide gene
was cloned using the primers shown below. The PCR primers
were designed to amplify the entire open reading frame from
the ATG start codon until the termination codon. The primers
were synthesized with 15 base pair 5' sequences homologous
to the border of the Hind I1I-Bam HI cloning site of plasmid
pDaul09 (WO 2005/042735).

Primer F-Tsl:

(SEQ ID NO: 165)
5'-CACAACTGGGGATCCACCATGCCTTCCACTAAAGTTGCTG-3 "'
Primer R-Tsl:

(SEQ ID NO: 166)

5'- AGATCTCGAGAAGCTTATGCAACTTACAAATGAATAGATGCT-3'

Bold letters represent 7. stipitatus Ts1l GH61 polypeptide
coding sequence. The underlined sequence contains the Hind
1T restriction site on the forward primer (F-Ts1) and the Bam
HI restriction site on the reverse primer (R-Tsl).

The PCR reaction (50 ul) was composed of 25 ul of Exten-
sor Long PCR Master Mix, Buffer 1, ReddyMix™ version
(ABgene, Epsom, United Kingdom), 1 ul of primer F-Tsl
(100 uM), 1 pl of primer R-Ts1 (100 uM), 1 Wl of 7. stipitatus
genomic DNA, and 22 pl of deionized water. The Extensor
Long PCR Master Mix contains buffer, dNTPs, and a ther-
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mostable polymerase blend. The PCR reaction was incubated
in a PTC-200 DNA engine (MJ Research, Waltham, Mass.,
USA) programmed for 1 cycle at 94° C. for 2 minutes; 25
cycles each at 94° C. for 15 seconds, 50° C. for 30 seconds,
and 72° C. for 2 minutes; and 1 cycle at 70° C. for 10 minutes.
Samples were cooled to 10° C. before removal and further
processing.

Five ul of the PCR reaction were analyzed by 1% agarose
gel electrophoresis using 40 mM Tris base-20 mM sodium
acetate-1 mM disodium EDTA (TAE) buffer where an
approximately 1460 bp product band was observed. The
remaining PCR reaction was purified using an ILLUSTRA™
GFX™PCR DNA and Gel Band Purification Kit (GE Health-
care, Buckinghamshire, UK) according to the manufacturer’s
instructions.

An IN-FUSION™ PCR Cloning Kit (Clontech Laborato-
ries, Inc., Mountain View, Calif., USA) was used for cloning
the PCR fragment into Bam HI and Hind III digested
pDaul09 according to the manufacturer’s instructions to gen-
erate a Ts1 GH61 construct. The Tsl GH61 construct was
thenisolated using the JETQUICK™ 2.0 Plasmid Mini/Midi/
Maxi-Protocol (GenoMed GmbH, [.6hne, Germany).

The Ts1 GH61 construct was transformed into FUSION-
BLUE™ E. coli cells (Clontech Laboratories, Inc., Mountain
View, Calif., USA) according to the manufacturer’s protocol
and plated onto LB agar plates supplemented with 50 pug of
ampicillin per ml. After incubation overnight at 37° C., colo-
nies were observed growing under selection on the LB ampi-
cillin plates. Ten colonies transformed with the Ts1 GH61
construct were cultivated in LB medium supplemented with
50 pg of ampicillin per ml and plasmid was isolated using a
JETQUICK™ Plasmid Purification Spin Kit (GenoMed
GmbH, Léhne, Germany) according to the manufacturer’s
instructions.

Isolated plasmids were sequenced with vector primers in
order to determine a representative plasmid expression clone
that was free of PCR errors. One error free Ts1 GH61 clone
comprising SEQ ID NO: 1 was selected for further work.
Plasmid DNA was then isolated using the JETQUICK™ 2.0
Plasmid Mini/Midi/Maxi-Protocol. Transformation of the
selected plasmid into Aspergillus oryzae Jal.355 was per-
formed according to WO 2005/042735. One Aspergillus
oryzae transformant producing acceptable levels of the Ts1
GHG61 polypeptide, as judged by SDS-PAGE analysis using
NUPAGE® 10% Bis-Tris SDS gels (Invitrogen, Carlsbad,
Calif., USA) according to the manufacturer, was chosen for
further work and designated EXP02860. The EXP02860
strain was fermented in 1000 m1 Erlenmeyer shake flasks with
100 ml of YP medium supplemented with 2% glucose at 26°
C. for 4 days with agitation at 85 rpm. Several shake flasks
were used to provide enough culture broth for subsequent
filtration, concentration and/or purification of the recombi-
nantly produced polypeptide.

Example 4

Effect of Thermoascus aurantiacus GH61
Polypeptide Having Cellulolytic Enhancing Activity
on Hydrolysis of Microcrystalline Cellulose or PCS

by the Trichoderma reesei Cellulase Composition

The effect of the 7" aurantiacus GH61 A polypeptide on the
hydrolysis of AVICEL®, milled unwashed PCS; or milled
washed PCS by the T’ reesei cellulase composition was deter-
mined using the same experimental conditions and proce-
dures described in Example 1 in the absence of a heterocyclic
compound.
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The presence ofthe T. aurantiacus GH61A polypeptide did
not enhance on the hydrolysis of AVICEL® by the 1. reesei
cellulase composition. Percent conversion of AVICEL® was
16+1%, 31x4%, and 45+3% at 1, 3, and 7 days, respectively,
in the absence of the 7. aurantiacus GH61A polypeptide
compared to 16+1%, 30£4%, and 45£4% at 1, 3, and 7 days,
respectively, in the presence of the 7. aurantiacus GH61A
polypeptide.

The presence of the 7. aurantiacus GH61A polypeptide
enhanced the hydrolysis of milled unwashed PCS by the T
reesei cellulase composition. Percent conversion of milled
unwashed PCS was 22.2+0.1%, 34.3+0.3%, and 44.0+0.2%
at 1, 3, and 7 days, respectively, in the presence of the 7
aurantiacus GH61A polypeptide compared to 18.7x0.1%,
28.2+0.3%, and 36.9+0.3% at 1, 3, and 7 days, respectively, in
the absence of the 7. aurantiacus GH61A polypeptide. The
presence ofthe 7. aurantiacus GH61A polypeptide enhanced
hydrolysis of milled unwashed PCS by the 7. reesei cellulase
composition by 19%, 21%, and 19% at 1, 3, and 7 days,
respectively.

The presence of the 7. aurantiacus GH61A polypeptide
enhanced the hydrolysis of milled washed PCS by the T
reesei cellulase composition. Percent conversion of milled
washed PCS was 42+1%, 72+1%, and 88+2% at day 1, 3, and
7, respectively, in the presence of the 7. aurantiacus GH61A
polypeptide compared to 37+1%, 55+1%, and 67£0.2% at 1,
3, and 7 days, respectively, in the absence of the 7. aurantia-
cus GH61A polypeptide. The presence of the 7. aurantiacus
GHG61A polypeptide enhanced hydrolysis of milled washed
PCS by the T’ reesei cellulase composition by 14%, 31%, and
31% at 1, 3, and 7 days, respectively.

The presence of the Penicillium pinophilum GH61A
polypeptide did not significantly enhance on the hydrolysis of
AVICEL® by the T reesei cellulase composition. In one
experiment, the percent conversion of AVICEL® was
13.7+0.6%, 28.6+0.4%, and 44+1% at 1, 3, and 7 days,
respectively, in the absence of the Penicillium pinophilum
GH61A polypeptide compared to 14.1x0.4%, 28.5£0.5%,
and 46+2% at 1,3, and 7 days, respectively, in the presence of
the P. pinophilum GH61 polypeptide.

The presence of the Aspergillus fumigatus GH61B
polypeptide did not significantly enhance on the hydrolysis of
AVICEL® by the T reesei cellulase composition. In one
experiment, the percent conversion of AVICEL® was
13.7+0.6%, 28.6+0.4%, and 44+1% at 1, 3, and 7 days,
respectively, in the absence of the 4. fumigatus GH61
polypeptide compared to 13.6+0.2%, 29+1%, and 46+£2% at
1, 3, and 7 days, respectively, in the presence of the A4. fumi-
gatus GH61 polypeptide.

The presence of the Talaromyces stipitatus GHO1A
polypeptide did not significantly enhance on the hydrolysis of
AVICEL® by the T reesei cellulase composition. In one
experiment, the percent conversion of AVICEL® was
13.7+0.6%, 28.6+0.4%, and 44+1% at 1, 3, and 7 days,
respectively, in the absence of the 7. stipitatus GH61 polypep-
tide comparedto 13.6+0.4%, 27.9£0.2%, and 44.7+0.5%at 1,
3, and 7 days, respectively, in the presence of the 7. stipitatus
GHG61 polypeptide.

The presence of the Trichoderma reesei GH61B polypep-
tide did not significantly enhance on the hydrolysis of
AVICEL® by the T reesei cellulase composition. In one
experiment, the percent conversion of AVICEL® was
13.7+0.6%, 28.6+0.4%, and 44+1% at 1, 3, and 7 days,
respectively, in the absence of the 7. reesei GH61B polypep-
tide compared to 13.5+0.4%, 29+2%, and 44+2% at 1, 3, and
7 days, respectively, in the presence of the 7. reesei GH61B
polypeptide.
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The presence of the Thielavia terrestris GH61E polypep-
tide did not significantly enhance on the hydrolysis of
AVICEL® by the T reesei cellulase composition. In one
experiment, the percent conversion of AVICEL® was
19.520.2%, 27+1%, and 43+1% at 1, 3, and 7 days, respec-
tively, in the absence of the 7. ferrestris GH61E polypeptide
compared to 20.5+0.5%, 27+1%, and 43.0£0.3% at 1, 3, and
7 days, respectively, in the presence of the 7. terrestris
GHO61E polypeptide.

Example 5

Effect of Heterocyclic Compounds on 7hermoascus
aurantiacus GH61A Polypeptide During Hydrolysis
of Microcrystalline Cellulose by the Trichoderma
reesei Cellulase Composition

The effects of dehydroascorbic acid ([1,2-dihydroxyethyl]
furan-2,3,4(5H)-trione), ascorbic acid ((1,2-dihydroxy-
ethyl)-3,4-dihydroxyfuran-2(5H)-one), 2-hydroxyacetophe-
none, R-(+)-ribonic  y-lactone, 4-hydroxycoumarin,
dihydrobenzofuran, and 5-(hydroxymethyl)furfural on the
cellulolytic enhancing activity of the 7. aurantiacus GH61A
polypeptide during hydrolysis of AVICEL® by the 1. reesei
cellulase composition was determined using the experimental
conditions and procedures described in Example 1 with the
following exceptions. The concentration of each heterocyclic
compound was 5 mM and the concentration of 7. aurantiacus
GHG61A polypeptide was 0.4 mg per gram cellulose, except
for 4-hydroxycoumarin, dihydrobenzofuran, and 5-(hy-
droxymethyD)furfural, which were assayed at 1 mM using 2
mg of 7. aurantiacus GH61 A polypeptide per gram cellulose.

The effect of a heterocyclic compound on hydrolysis of a
cellulosic material by the 7. reesei cellulase composition in
the absence of a GH61 polypeptide was quantified by deter-
mining the ratio of percent conversion of the cellulosic mate-
rial in the presence of the heterocyclic compound to the
percent conversion of the cellulosic material in the absence of
the heterocyclic compound:

Heterocyclic compound effecty,, gue) = (Equation 2)

Y0 CORVErSiON(ny GH1+heterocyclic compound)

9o conversionme GH6L no heterocyclic compound)

Stimulation of hydrolysis by the heterocyclic compound
yields a ratio>1; inhibition of hydrolysis yields a ratio<1, and
no effect on hydrolysis yields a ratio=1 (FIG. 1, white bars).

The effect of a heterocyclic compound on hydrolysis of a
cellulosic material by the 7. reesei cellulase composition in
the presence of a GH61 polypeptide was quantified by deter-
mining the ratio of percent conversion of the cellulosic mate-
rial in the presence of the heterocyclic compound to the
percent conversion of the cellulosic material in the absence of
the heterocyclic compound:

Heterocyclic compound effect, cye;y = (Equation 3)

Yo CORVErsion(;GHel+heterocyclic compound)

9o CORVEFSION(1GHEL no heterocyclic compound)

Stimulation of hydrolysis by the heterocyclic compound in
the presence of the GH61 polypeptide yields a ratio>1; inhi-
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bition ofhydrolysis yields a ratio<1, and no effect on hydroly-
sis yields a ratio=1 (FIG. 1, grey bars).

The effect of a GH61 polypeptide on hydrolysis of a cel-
Iulosic material by the 7. reesei cellulase composition in the
presence of a heterocyclic compound was quantified by deter-
mining the ratio of percent conversion of the cellulosic mate-
rial in the presence of the GH61 polypeptide to the percent
conversion of the cellulosic material in the absence of the
GHG61 polypeptide:

%o CONVersion(+GHel+heterocyclic compound) (Equation 4)

GH6!1 effect = -
%0 CORVErsioN(y GHE! +heterocyclic compound)

Enhancement of hydrolysis by the GH61 polypeptide yields a
ratio>1; inhibition of hydrolysis yields a ratio<l, and no
effect on hydrolysis yields a ratio=1 (FIG. 1, black bars).

FIG. 1A (dehydroascorbic acid; [1,2-dihydroxyethyl]fu-
ran-2,3,4(5H)-trione), 1B (ascorbic acid; (1,2-dihydroxy-
ethyl)-3,4-dihydroxytfuran-2(SH)-one), 1C (2-hydroxyac-
etophenone), 1D (R-(+)-ribonic y-lactone), 1E (4-hydroxy-5-
methyl-3-furanone), 1F (2-methyl-2-propen-1-0l), 1G
(4-hydroxycoumarin), 1H (dihydrobenzofuran), and 11 (5-
(hydroxymethyl)furfural) show (1) the effect of a heterocy-
clic compound on hydrolysis of AVICEL® by the 7. reesei
cellulase composition in the absence of a GH61 polypeptide
(heterocyclic compound effect ,,, ;zs:1), White bars), (2) the
effect of a heterocyclic compound on hydrolysis of
AVICEL® by the T reesei cellulase composition in the pres-
ence of a GH61 polypeptide (heterocyclic compound
effect, ;z61y, grey bars), and (3) the effect of a GH61
polypeptide on hydrolysis of AVICEL® by the 7. reesei cel-
Iulase composition in the presence of a heterocyclic com-
pound (GH61 effect, black bars) for 1, 3, and 7 days.

Hydrolysis of AVICEL® by the 7. reesei cellulase compo-
sition was increased by the presence of dehydroascorbic acid
and the 7. aurantiacus GH61A polypeptide as indicated by
the heterocyclic compound effect , 776,y Which was greater
than the heterocyclic compound effect,, ze1y (FIG. 1A,
grey bars compared to white bars), as defined by Equations 2
and 3, although dehydroascorbic acid very slightly decreased
the hydrolysis of AVICEL® by the 7. reesei cellulase com-
position in the absence of the 7. aurantiacus GH61A
polypeptide (white bars in FIG. 1A). Furthermore, the effect
of'the T° aurantiacus GH61A polypeptide was greater than 1
(GH61 effect, Equation 4), indicating that the 7. aurantiacus
GH61A polypeptide enhanced hydrolysis when dehy-
droascorbic acid was present (FIG. 1A, black bars), whereas
the T aurantiacus GH61A polypeptide did not enhance
hydrolysis of microcrystalline cellulose in the absence of
dehydroascorbic acid (Example 4).

Hydrolysis of AVICEL® by the 7. reesei cellulase compo-
sition was increased at early stages of hydrolysis by the pres-
ence of ascorbic acid and the T aurantiacus GH61 A polypep-
tide as indicated by the heterocyclic compound effect , ;615
which was greater than the heterocyclic compound
effect,,, Gusy (FIG. 1B, grey bars versus white bars),
although ascorbic acid decreased later stages of hydrolysis of
AVICEL® by the 7. reesei cellulase composition in the
absence of the 7. aurantiacus GH61A polypeptide (white
bars in FIG. 1A). Furthermore, the effect of the 7. aurantiacus
GHG61A polypeptide was greater than 1 (GH61 effect, Equa-
tion 4), indicating that the 7_ aurantiacus GH61 A polypeptide
enhanced hydrolysis when ascorbic acid was present (FIG.
1B, black bars), whereas the 7. aurantiacus GH61A polypep-
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tide did not enhance hydrolysis of microcrystalline cellulose
in the absence of ascorbic acid (Example 4).

Hydrolysis of AVICEL® by the 1. reesei cellulase compo-
sition, with or without the 7. aurantiacus GH61A polypep-
tide, was decreased, especially at later stages of hydrolysis,
by the presence of 2-hydroxyacetophenone as indicated by
both the heterocyclic compound effect, ;7 and the hetero-
cyclic compound effect ,, ;6 (grey and white bars in FIGS.
1C and 1D) as defined by Equations 2 and 3, which were less
than 1. However, the effect of the 7. aurantiacus GH61A
polypeptide (GH61 effect) was greater than 1 (Equation 4),
indicating that the 7. awurantiacus GH61A polypeptide
enhanced hydrolysis of microcrystalline cellulose when
2-hydroxyacetophenone was present (FIG. 1C or FIG. 1D,
respectively, black bars), whereas the 7. aurantiacus GH61 A
polypeptide did not enhance hydrolysis of microcrystalline
cellulose in the absence of 2-hydroxyacetophenone (Example
4).

Hydrolysis of AVICEL® by the 1. reesei cellulase compo-
sition, with or without the 7. aurantiacus GH61A polypep-
tide, was decreased, especially at early stages of hydrolysis,
by the presence of ribonic y-lactone as indicated by both the
heterocyclic compound effect, 5,y and the heterocyclic
compound effect,,, Gus1y (grey and white bars in FIG. 1E) as
defined by Equations 2 and 3, which were less than 1. How-
ever, the effect of the T aurantiacus GH61A polypeptide
(GH61 effect) was greater than 1 (Equation 4), especially at
later stages of hydrolysis, indicating that the T° aurantiacus
GHG61A polypeptide enhanced hydrolysis of microcrystalline
cellulose when ribonic y-lactone was present (FIG. 1E, black
bars), whereas the 7. aurantiacus GH61A polypeptide did not
enhance hydrolysis of microcrystalline cellulose in the
absence of 2-hydroxyacetophenone or (Example 4).

Hydrolysis of AVICEL® by the 1. reesei cellulase compo-
sition was increased at early stages by the presence of 4-hy-
droxy-5-methyl-3-furanone and 7. aurantiacus GHO61A
polypeptide as indicated by the heterocyclic compound
effect , ;z61y, Which was greater than the heterocyclic com-
pound effect,, Gzes1y (FIG. 1F, grey bars versus white bars).
Furthermore, the effect of the 7. auwrantiacus GHG61A
polypeptide was greater than 1 (GH61 effect, Equation 4) at
early stages, indicating that the 7. auranmtiacus GH61A
polypeptide enhanced hydrolysis when 4-hydroxy-5-methyl-
3-furanone was present (FIG. 1A, black bars), whereas the 7.
aurantiacus GH61 A polypeptide did not enhance hydrolysis
of microcrystalline cellulose in the absence of dehydroascor-
bic acid (Example 4).

Later stages of hydrolysis of AVICEL® by the 7. reesei
cellulase composition was maintained by the presence of
2-methyl-2-propen-1-0l and the 7. aurantiacus GH61A
polypeptide as indicated by the heterocyclic compound
effect , 61y, Which was greater than the heterocyclic com-
pound effect,,, ;z6, (day 7 grey bar versus white bar in FIG.
1G), although 2-methyl-2-propen-1-o0l decreased later stages
ot hydrolysis of AVICEL® by the 7. reesei cellulase compo-
sition in the absence of the 7. aurantiacus GH61A polypep-
tide (day 7 white bar in FIG. 1G). Furthermore, the effect of
the 7. aurantiacus GH61A polypeptide was greater than 1
(GH61 effect, Equation 4) at later stages of hydrolysis (day
7), indicating that the 7. aurantiacus GH61A polypeptide
enhanced hydrolysis when 2-methyl-2-propen-1-0l1 was
present (FIG. 1G, black bars), whereas the 1. aurantiacus
GHG61A polypeptide did not enhance hydrolysis of microc-
rystalline cellulose in the absence of 2-methyl-2-propen-1-ol
(Example 4).

At 7 days of saccharification, hydrolysis of AVICEL® by
the T reesei cellulase composition was very slightly
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increased by the presence of 4-hydroxycoumarin and the 7
aurantiacus GH61A polypeptide as indicated by the hetero-
cyclic compound effect, Gz61), Which was greater than the
heterocyclic compound effect,, Gze1y (FIG. 1H, grey bars
compared to white bars), as defined by Equations 2 and 3,
although 4-hydroxycoumarin very slightly decreased the
hydrolysis of AVICEL® by the 7. reesei cellulase composi-
tion in the absence of the 7. aurantiacus GH61A polypeptide
(white bars in FIG. 1H). Furthermore, the effect of the T
aurantiacus GH61 A polypeptide was greater than 1 (GH61
effect, Equation 4), indicating that the 7. aurantiacus GH61A
polypeptide enhanced hydrolysis when 4-hydroxycoumarin
was present (F1G. 1A, black bars), whereas the 7. aurantiacus
GHG61A polypeptide did not enhance hydrolysis of microc-
rystalline cellulose in the absence of dehydroascorbic acid
(Example 4).

At 7 days of saccharification, hydrolysis of AVICEL® by
the 7. reesei cellulase composition was increased by the pres-
ence of dihydrobenzofuran and the 7. aurantiacus GH61A
polypeptide as indicated by the heterocyclic compound
effect, ;z61y, Which was greater than the heterocyclic com-
pound effect,,, ey (FIG. 11, grey bars compared to white
bars), as defined by Equations 2 and 3, although dihydroben-
zofuran also slightly increased the hydrolysis of AVICEL®
by the 7. reesei cellulase composition in the absence of the 7
aurantiacus GH61A polypeptide (white bars in FIG. 1H).
Furthermore, the effect of the 7. aurantiacus GH61A
polypeptide was greater than 1 (GH61 effect, Equation 4),
indicating that the 7. awurantiacus GH61A polypeptide
enhanced hydrolysis when dihydrobenzofuran was present
(FIG. 1A, black bars), whereas the 7. aurantiacus GH61A
polypeptide did not enhance hydrolysis of microcrystalline
cellulose in the absence of dihydrobenzofuran (Example 4).

Hydrolysis of AVICEL® by the 7. reesei cellulase compo-
sition was increased by the presence of 5-(hydroxymethyl)
furfural and by the presence of 5-(hydroxymethyl)furfural
and the 7. aurantiacus GH61A polypeptide as indicated by
the heterocyclic compound effect, g6y, and heterocyclic
compound effect;,,, zz6,, Which were both greater than 1
(FIG. 1K, grey bars and white bars). The hydrolysis of
AVICEL® by the T reesei cellulase composition in the pres-
ence of 5-(hydroxymethyl)furfural was enhanced by the addi-
tion of the 7. aurantiacus GH61A polypeptide at 7 days of
hydrolysis (gray bars in FIG. 1K). Furthermore, the effect of
the 7. aurantiacus GH61A polypeptide was greater than 1
(GH61 effect, Equation 4), indicating that the 7. aurantiacus
GH61A polypeptide enhanced hydrolysis when 5-(hy-
droxymethyl)furfural was present (FIG. 1K, black bars),
whereas the 7. aurantiacus GH61A polypeptide did not
enhance hydrolysis of microcrystalline cellulose in the
absence of dihydrobenzofuran (Example 4).

Similar effects were observed for 5-hydroxy-2(5H)-fura-
none, (R)-(+)-a-hydroxy-y-butyrolactone, D-(+)-gluconic
acid d-lactone, D-(+)-glucuronic acid y-lactone, retinol, reti-
nal, furoin, 5,6-dihydro-2H-pyran-2-one, and 5,6-dihydro-4-
hydroxy-6-methyl-2H-pyran-2-one, but sometimes to a
lesser extent.

The overall results demonstrated that cellulolytic enhanc-
ing activity of the GH61 polypeptide was apparent in the
presence of a heterocyclic compound during hydrolysis of
AVICEL® by the T. reesei cellulase composition. However,
the 7. aurantiacus GH61A polypeptide had no detectable
effect on hydrolysis of AVICEL® by the 7. reesei cellulase
composition in the absence of a heterocyclic compound.
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Example 6

Effect of Heterocyclic Compounds on 7hermoascus
aurantiacus GH61A Polypeptide During Hydrolysis
of PCS by the Trichoderma reesei Cellulase
Composition

The effect of different heterocyclic compounds on the cel-
Iulolytic enhancing activity of the 7. aurantiacus GH61A
polypeptide during hydrolysis of milled washed PCS by the 70
reesei cellulase composition was determined using the
experimental conditions and procedures described in
Example 1. The concentration of each heterocyclic com-
pound was 5 mM.

As shown in Example 4, the presence of the 7. aurantiacus
GHG61A polypeptide enhanced hydrolysis of milled washed
PCS by the 7. reesei cellulase compositionby 14,31, and 31%
atday 1, 3, and 7, respectively.

FIG. 2A (dehydroascorbic acid; [1,2-dihydroxyethyl]fu-
ran-2,3,4(5H)-trione), 2B (ascorbic acid; (1,2-dihydroxy-
ethyl)-3,4-dihydroxyfuran-2(5H)-one), and 2C (2-hydroxy-
acetophenone) show (1) the effect of a heterocyclic
compound on hydrolysis of milled washed PCS by the T
reesei cellulase composition in the absence of a GH61
polypeptide (heterocyclic compound effect,,, Gus1y White
bars), (2) the effect of a heterocyclic compound on hydrolysis
of milled washed PCS by the 7. reesei cellulase composition
in the presence of a GH61 polypeptide (heterocyclic com-
pound effect , 5z, grey bars), and (3) the effect of a GH61
polypeptide on hydrolysis of milled washed PCS by the 7.
reesei cellulase composition in the presence of a heterocyclic
compound (GH61 effect, black bars) for 1, 3, and 7 days.
Calculations were performed as described in Example 5.

Hydrolysis of milled washed PCS by the 7. reesei cellulase
composition was essentially unchanged by the presence of
dehydroascorbic acid and the 7. aurantiacus GHO61A
polypeptide as indicated by the heterocyclic compound
effect , 61y, Which was slightly greater than the heterocyclic
compound effect,,, szes;y (FIG. 2A, grey bars compared to
white bars), as defined by Equations 2 and 3, although dehy-
droascorbic acid very slightly decreased the hydrolysis of
PCS by the T. reesei cellulase composition in the absence of
the 7. aurantiacus GH61A polypeptide (white bars in FIG.
2A). The effect ofthe 7. aurantiacus GH61A polypeptide was
greater than 1 (GH61 effect, Equation 4) indicating that the 70
aurantiacus GH61A polypeptide enhanced hydrolysis when
dehydroascorbic acid was present (FIG. 2A, black bars).

Hydrolysis of PCS by the 7. reesei cellulase composition,
with or without the 7. aurantiacus GH61 A polypeptide, was
slightly decreased by the presence of ascorbic acid (grey and
white bars in FIG. 2B). The effect of the 7. aurantiacus
GHG61A polypeptide was greater than 1 (GH61 effect, Equa-
tion 4) indicating that the 7_ aurantiacus GH61A polypeptide
enhanced hydrolysis when ascorbic acid was present (FIG.
2B, black bars).

Hydrolysis of PCS by the 7. reesei cellulase composition
was essentially unchanged by the presence of 2-hydroxyac-
etophenone and the 7. aurantiacus GH61A polypeptide (grey
bars versus white bars in FIGS. 2C and 2D), although 2-hy-
droxyacetophenone slightly decreased the hydrolysis of PCS
by the 7. reesei cellulase composition in the absence of the 70
aurantiacus GH61A polypeptide (white bars in FIG. 2C). The
effect of the 7. aurantiacus GH61A polypeptide was greater
than 1 (GH61 effect, Equation 4) indicating that the 7. auran-
tiacus GH61A polypeptide enhanced hydrolysis when 2-hy-
droxyacetophenone was present (FIG. 2C, black bars).
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Similar effects were observed for 2,3-butanedione, 2(5H)-
furanone, and furoin, but sometimes to a lesser extent.

The overall results demonstrated that the I" aurantiacus
GHG61A polypeptide enhanced hydrolysis of milled washed
PCS by the 7. reesei cellulase composition when a heterocy-
clic compound was present compared to 7. aurantiacus
GH61A polypeptide alone. However, in the absence of a
heterocyclic compound, the 7 aurantiacus GH61A polypep-
tide enhanced hydrolysis by the 7. reesei cellulase composi-
tion suggesting the presence of a compound(s) in the milled
unwashed PCS that was involved with the GH61 polypeptide
to enhance hydrolysis of the cellulose component of milled
unwashed PCS by the 7. reesei cellulase composition.

Example 7

Effect of Heterocyclic Compound’s Concentration
on Thermoascus Aurantiacus GH61A Polypeptide
During Hydrolysis of Microcrystalline Cellulose by
the Trichoderma reesei Cellulase Composition

The effect of different heterocyclic compounds at various
concentrations on the cellulolytic enhancing activity of the 7
aurantiacus GH61A polypeptide during hydrolysis of
AVICEL® by the 7. reesei cellulase composition was deter-
mined using the experimental conditions and procedures
described in Example 1, except that 0, 5.6, 14, or 28 mg of the
T. aurantiacus GH61 A per liter (corresponding to 0, 10, 25, or
50% (w/w), respectively, of the 7. reesei cellulase composi-
tion) were used. The concentration of each heterocyclic com-
pound was 0.01, 0.1, 1, or 10 mM. The hydrolysis reactions
were performed for 3 days.

The presence of the 7. aurantiacus GH61A polypeptide
alone at varying concentrations did not enhance the hydroly-
sis of AVICEL® by the T’ reesei cellulase composition. The
percent conversion of AVICEL® was 14.4+0.9% and 31+1%
at 1 and 3 days, respectively, in the absence of the 7. auran-
tiacus GH61A polypeptide compared to 14.3x0.3% and
30.420.6% at 1 and 3 days, respectively, in the presence of the
T aurantiacus GH61 A polypeptide at 10% (w/w) of the T
reesei cellulase composition, or 14.0+0.5% and 29.4+0.9% at
1 and 3 days, respectively, in the presence of the 7. aurantia-
cus GHO61A polypeptide at 25% (w/w) of the T reesei cellu-
lase composition, or 14.2+0.6% and 29+1% at 1 and 3 days,
respectively, in the presence of the 7. aurantiacus GH61A
polypeptide at 50% (w/w) of the 7. reesei cellulase composi-
tion.

FIGS. 3A and 3B (dehydroascorbic acid; [1,2-dihydroxy-
ethyl|furan-2,3,4(5SH)-trione), 3C and 3D (2-hydroxyac-
etophenone), and 3E and 3F (4-hydroxy-5-methyl-3-fura-
none) show (1) the effect of a heterocyclic compound on
hydrolysis of AVICEL® by the 7. reesei cellulase composi-
tion in the absence of a GH61 polypeptide (heterocyclic com-
pound effect,,, 61y White bars), (2) the effect of a hetero-
cyclic compound on hydrolysis of AVICEL® by the 7. reesei
cellulase composition in the presence of a GH61 polypeptide
(heterocyclic compound effect , ;y:), grey bars), and (3) the
effect of a GH61 polypeptide on hydrolysis of AVICEL® by
the 7. reesei cellulase composition in the presence of a het-
erocyclic compound (GH61 effect, black bars) for 1 and 3
days.

Hydrolysis of AVICEL® by the 7. reesei cellulase compo-
sition was increased by the presence of dehydroascorbic acid
and 7. aurantiacus GH61A polypeptide as indicated by the
heterocyclic compound effect . ;6 Which was greater than
the heterocyclic compound effect ,, ;61 (F1G. 3A, grey bars
compared to white bars), as defined by Equations 2 and 3,

10

15

20

25

30

35

40

45

50

55

60

65

98

although dehydroascorbic acid very slightly decreased the
day 3 hydrolysis of AVICEL® by the 7. reesei cellulase
composition in the absence of the 7. aurantiacus GH61A
polypeptide (white bars in FIG. 3A). Furthermore, the effect
of'the " aurantiacus GH61A polypeptide was greater than 1
(GHG61 effect, Equation 4), indicating that the 7. aurantiacus
GH61A polypeptide enhanced hydrolysis when dehy-
droascorbic acid was present (FIG. 3A, black bars), whereas
the T aurantiacus GH61A polypeptide did not enhance
hydrolysis of microcrystalline cellulose in the absence of
dehydroascorbic acid (Example 4). In FIG. 3A, the concen-
tration of dehydroascorbic acid was 10 mM and the concen-
tration of the 7. aurantiacus GH61A polypeptide was 14 mg
per liter or 25% (w/w) of the 7. reesei cellulase composition.
Similar results were observed with the other concentrations
of dehydroascorbic acid and the 7. aurantiacus GH61A
polypeptide.

FIG. 3B shows the effect of the 7 aurantiacus GH61A
polypeptide concentration on the GH61 effect (Equation 4) at
various concentrations of dehydroascorbic acid at day 1. The
T aurantiacus GH61A polypeptide was added at 5.6, 14, or
28 mg per liter (corresponding to 10, 25, or 50%, respectively,
of'the 7. reesei cellulase composition) to hydrolysis reactions
of AVICEL® by the 7 reesei cellulase composition at dehy-
droascorbic acid concentrations of O (-+-), 0.01 mM (-x-), 0.1
mM (-0-), 1 mM (-A-), or 10 mM (-[J-). Calculations were
performed as described in Example 5. The results demon-
strated that as the dehydroascorbic acid concentration was
increased, the GH61 effect was larger. The results also dem-
onstrated that for the tested dehydroascorbic acid concentra-
tions, the GH61 effect was saturated at 5.6 mg per liter. In the
absence of dehydroascorbic acid, the 7. aurantiacus GH61 A
polypeptide did not enhance hydrolysis (GH61 effect=1) at
all GH61 concentrations tested.

Hydrolysis of AVICEL® by the 1. reesei cellulase compo-
sition was increased by the presence of 2-hydroxyacetophe-
none and the 7. aurantiacus GH61A polypeptide as indicated
by the heterocyclic compound effect , ;) Which was
greater than the heterocyclic compound effect;,,, Gy (FIG.
3C, grey bars compared to white bars), as defined by Equa-
tions 2 and 3, although 2-hydroxyacetophenone significantly
decreased the day 3 hydrolysis of AVICEL® by the 7. reesei
cellulase composition in the absence of the 7. aurantiacus
GHG61A polypeptide (white bars in FIG. 3C). Furthermore,
the effect of the 7. aurantiacus GH61A polypeptide was
greater than 1 (GH61 effect, Equation 4), indicating that the 7
aurantiacus GH61A polypeptide enhanced hydrolysis when
2-hydroxyacetophenone was present (FIG. 3C, black bars),
whereas the 7. aurantiacus GH61A polypeptide did not
enhance hydrolysis of microcrystalline cellulose in the
absence of dehydroascorbic acid (Example 4). In FIG. 3C, the
concentration of 2-hydroxyacetophenone was 10 mM and the
concentration of the 7. aurantiacus GH61A polypeptide was
28 mg per liter or 50% (w/w) of the 7. reesei cellulase com-
position. Similar results were observed with the other con-
centrations of 2-hydroxyacetophenone and the 7. aurantiacus
GHG61A polypeptide.

FIG. 3D shows the effect of the 7. aurantiacus GH61A
polypeptide concentration on the GH61 effect (Equation 4) at
various concentrations of 2-hydroxyacetophenone at day 3.
The T’ aurantiacus GH61 A polypeptide was added at 5.6, 14,
or 28 mg per liter (corresponding to 10, 25, or 50%, respec-
tively, of the 7. reesei cellulase composition) to hydrolysis
reactions of AVICEL® by the 7. reesei cellulase composition
at 2-hydroxyacetophenone concentrations of 0 (-+-), 0.01
mM (-x-), 0.1 mM (-0-), 1 mM (-A-), or 10 mM (-[J-). Cal-
culations were performed as described in Example 5. The



US 9,404,137 B2

99

results demonstrated that as the 2-hydroxyacetophenone con-
centration was increased, the GH61 effect was larger. In the
absence of 2-hydroxyacetophenone, the 7. aurantiacus
GH61A polypeptide did not enhance hydrolysis (GH61
effect=1) at all GH61 concentrations tested.

Hydrolysis of AVICEL® by the 7. reesei cellulase compo-
sition was increased by the presence of 4-hydroxy-5-methyl-
3-furanone and 7. aurantiacus GH61A polypeptide as indi-
cated by the heterocyclic compound effect , ;6 which was
greater than the heterocyclic compound effect;,,, 1) (FIG.
3E, grey bars compared to white bars), as defined by Equa-
tions 2 and 3. Furthermore, the effect of the T. aurantiacus
GHG61A polypeptide was greater than 1 (GH61 effect, Equa-
tion 3), indicating that the T_ aurantiacus GH61 A polypeptide
enhanced hydrolysis when 4-hydroxy-5-methyl-3-furanone
was present (FIG. 3E, black bars), whereas the 7. aurantiacus
GHG61A polypeptide did not enhance hydrolysis of microc-
rystalline cellulose in the absence of 4-hydroxy-5-methyl-3-
furanone (Example 4). In FIG. 3E, the concentration of 4-hy-
droxy-5-methyl-3-furanone was 10 mM and the
concentration of the 7. aurantiacus GH61A polypeptide was
28 mg per liter or 50% (w/w) of the 7. reesei cellulase com-
position. Similar results were observed with the other con-
centrations of 4-hydroxy-5-methyl-3-furanone and 7. auran-
tiacus GH61A polypeptide.

FIG. 3F shows the effect of the 7. aurantiacus GH61A
polypeptide concentration on the GH61 effect (Equation 4) at
various concentrations of 4-hydroxy-5-methyl-3-furanone at
day 1. The T. aurantiacus GH61 A polypeptide was added at
5.6, 14, or 28 mg per liter (corresponding to 10, 25, or 50%,
respectively, of the 7. reesei cellulase composition) to
hydrolysis reactions of AVICEL® by the 7. reesei cellulase
composition at 4-hydroxy-5-methyl-3-furanone concentra-
tions of 0 (-+-), 0.01 mM (-x-), 0.1 mM (-0-), 1 mM (-A-), or
10 mM (-[-). Calculations were performed as described in
Example 5. The results demonstrated that as the 4-hydroxy-
5-methyl-3-furanone concentration was increased, the GH61
effect was larger. In the absence of 4-hydroxy-5-methyl-3-
furanone, the 7. aurantiacus GH61A polypeptide did not
enhance hydrolysis (GH61 effect=1) at all GH61 polypeptide
concentrations tested.

The data overall indicated that increasing heterocyclic
compound concentration increased the efficacy of GH61
polypeptide-dependent enhancement of cellulolysis by the 7.
reesei cellulase composition.

Example 8

Effect of Heterocyclic Compound Concentration on
Thermoascus aurantiacus GH61A Polypeptide
During Hydrolysis of Milled Washed PCS by the
Trichoderma reesei Cellulase Composition

The effect of the T aurantiacus GH61A polypeptide on
hydrolysis of milled washed PCS by the 7. reesei cellulase
composition was determined using the same experimental
conditions and procedures described in Example 7, except
57.5 mg of the T. reesei cellulase composition per liter (cor-
responding to 2 mg per g cellulose), and 0, 5.6, 14, or 28 mg
of the 7. aurantiacus GH61A polypeptide per liter (corre-
sponding to 0, 10, 25, or 50%, respectively, of the 7. reesei
cellulase composition) were used. The concentration of each
heterocyclic compound was 0, 0.01, 0.1, 1, or 10 mM. The
hydrolysis reactions were performed for 3 days.

The presence of the 7. aurantiacus GH61A polypeptide
alone at varying concentrations enhanced the hydrolysis of
milled washed PCS by the 7. reesei cellulase composition.
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The percent conversion of milled washed PCS was 24+0.7%
and 41£2% at day 1 and 3, respectively, in the absence of the
T aurantiacus GH61A polypeptide compared to 27+0.8%
and 55+£3% at day 1 and 3, respectively, in the presence of the
T aurantiacus GH61 A polypeptide at 10% (w/w) of the T
reesei cellulase composition, or 27+0.8% and 57+0.5% at day
1 and 3, respectively, in the presence of the 7. aurantiacus
GHG61A polypeptide at 25% (w/w) of the 7. reesei cellulase
composition, or 27+0.8% and 59+2% at day 1 and 3, respec-
tively, in the presence of the 7 aurantiacus GH61A polypep-
tide at 50% (w/w) of the T. reesei cellulase composition.

FIGS. 4A and 4B (dehydroascorbic acid; [1,2-dihydroxy-
ethyl|furan-2,3,4(5SH)-trione), and 4C and 4D (4-hydroxy-5-
methyl-3-furanone) (1) the effect of a heterocyclic compound
on hydrolysis of milled washed PCS by the 7. reesei cellulase
composition in the absence of a GH61 polypeptide (hetero-
cyclic compound effect,,, ;1. White bars), (2) the effect of
a heterocyclic compound on hydrolysis of milled washed
PCS by the 7. reesei cellulase composition in the presence of
a GH61 polypeptide (heterocyclic compound effect, ;615
grey bars), and (3) the effect of a GH61 polypeptide on
hydrolysis of milled washed PCS by the 7. reesei cellulase
composition in the presence of heterocyclic compound
(GH61 eftect, black bars) for 1 and 3 days. The concentration
of'a heterocyclic compound was 1 mM and the concentration
of'the 7. aurantiacus GH61A polypeptide was 28 mg per liter
(corresponding to 50% of the 7. reesei cellulase composi-
tion). Calculations were performed as described in Example
5.

Hydrolysis of milled washed PCS by the 7. reesei cellulase
composition was very slightly inhibited by the presence of
dehydroascorbic acid (heterocyclic compound effect,,,, G,
<1), especially at day 3 (FIG. 4A, white bars), and very
slightly increased by the presence of dehydroascorbic acid
and 7. aurantiacus GH61A polypeptide (heterocyclic com-
pound effect, ;) was greater than 1), especially at day 1
(FIG. 4A, grey bars). Dehydroascorbic acid increased the
cellulolytic enhancing activity of the 7. aurantiacus GH61A
polypeptide during the hydrolysis of the PCS by the 7. reesei
cellulase composition (GH61 effect>1) at 1 and 3 days (FIG.
4 A, black bars). Since the GH61 eftect was equal to approxi-
mately 1.64 at 3 days in FIG. 4A, black bar, which was larger
than the GH61 effect in the absence of dehydroascorbic acid
at 3 days, i.e., approximately 1.31 (Example 4), dehy-
droascorbic acid improved the GH61 effect on PCS. In FIG.
4A, the concentration of dehydroascorbic acid was 10 mM
and the concentration of the 7. aurantiacus GH61A polypep-
tide was 28 mg per liter or 50% (w/w) of total. Similar results
were observed with the other concentrations of dehydroascor-
bic acid and the 7. aurantiacus GH61 A polypeptide.

FIG. 4B shows the effect of the concentration of the 7.
aurantiacus GH61A polypeptide on the GH61 effect (Equa-
tion 4) at various concentrations of dehydroascorbic acid at
day 3. The T aurantiacus GH61 A polypeptide was added at
0,5.6, 14, or 28 mg per liter (corresponding to 10, 25, or 50%,
respectively, of the 7. reesei cellulase composition) to
hydrolysis reactions of PCS by the 7. reesei cellulase com-
position at dehydroascorbic acid concentrations of 0 (-+-),
0.01 mM (-x-), 0.1 mM (-0-), 1 mM (-A-), or 10 mM (-[-).
Calculations were performed as described in Example 5. The
results demonstrated that the 7. aurantiacus GH61A polypep-
tide enhanced hydrolysis of washed milled PCS in the
absence of dehydroascorbic acid (-+-), and as the dehy-
droascorbic acid concentration was increased, the GH61
effect became larger. Similar results were observed with the
other concentrations of dehydroascorbic acid and 7. auran-
tiacus GH61 A polypeptide.
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Hydrolysis of PCS by the 7. reesei cellulase composition
was very slightly inhibited by the presence of 4-hydroxy-5-
methyl-3-furanone (heterocyclic compound effect;,, o1
<1), especially at day 3 (FIG. 4C, white bars), and very
slightly increased by the presence of 4-hydroxy-5-methyl-3-
furanone and T aurantiacus GH61A polypeptide (heterocy-
clic compound effect , 776, ,>1), especially at day 1 (FIG. 4C,
grey bars). 4-Hydroxy-5-methyl-3-furanone increased the
cellulolytic enhancing activity of the 7. aurantiacus GH61A
polypeptide during the hydrolysis of the PCS by the 7. reesei
cellulase composition (GH61 effect>1) at 1 and 3 days (FIG.
4C, black bars). Since the GH61 effect was equal to approxi-
mately 1.58 at 3 days in FIG. 4C, black bar, which was larger
than the GH61 effect in the absence of 4-hydroxy-5-methyl-
3-furanone at 3 days, i.e., approximately 1.31 (Example 4),
4-hydroxy-5-methyl-3-furanone improved the GH61 effect
on PCS. In FIG. 4C, the concentration of 4-hydroxy-5-me-
thyl-3-furanone was 10 mM and the concentration of the 7.
aurantiacus GH61 A polypeptide was 28 mg per liter or 50%
(wiw) of the T reesei cellulase composition. Similar results
were observed with the other concentrations of 4-hydroxy-5-
methyl-3-furanone and 7. aurantiacus GH61 A polypeptide.

FIG. 4D shows the effect of the concentration of the 7.
aurantiacus GH61A polypeptide on the GH61 effect (Equa-
tion 4) at various concentrations of 4-hydroxy-5-methyl-3-
furanone at day 3. The 7. aurantiacus GH61A polypeptide
was added at 0, 5.6, 14, or 28 mg per liter (corresponding to
10, 25, or 50%, respectively, of the 7. reesei cellulase com-
position) to hydrolysis reactions of PCS by the 7. reesei
cellulase composition at 4-hydroxy-5-methyl-3-furanone
concentrations of 0 (-+-), 0.01 mM (-x-), 0.1 mM (-0-), 1 mM
(-A-), or 10 mM (-[J-). Calculations were performed as
described in Example 5. The results demonstrated that the 7
aurantiacus GH61A polypeptide enhanced hydrolysis of
washed milled PCS in the absence of 4-hydroxy-5-methyl-3-
furanone (-+-), and as the 4-hydroxy-5-methyl-3-furanone
concentration was increased, the GH61 effect became larger.
Similar results were observed with the other concentrations
of 4-hydroxy-5-methyl-3-furanone and 7. aurantiacus
GHG61A polypeptide.

The overall data indicated that increasing the concentration
of a heterocyclic compound increased the efficacy of GH61
polypeptide-dependent enhancement of cellulolysis by the 7.
reesei cellulase composition.

Example 9

Effect of Heterocyclic Compounds on Thermoascus

aurantiacus GH61A Polypeptide During Hydrolysis

of Milled Unwashed PCS by the Trichoderma reesei
Cellulase Composition

The effect of a heterocyclic compound on the cellulolytic
enhancing activity of the 7° aurantiacus GH61A polypeptide
during hydrolysis of milled unwashed PCS by the 7. reesei
cellulase composition was determined using the experimental
conditions and procedures described in Example 1. The con-
centration of heterocyclic compounds was 5 mM.

As shown in Example 4, the presence of the 7. aurantiacus
GH61A polypeptide enhanced hydrolysis of milled
unwashed PCS by the 7. reesei cellulase composition by 19,
21, and 19% at day 1, 3, and 7, respectively.

FIG. 5A (dehydroascorbic acid; [1,2-dihydroxyethyl]fu-
ran-2,3,4(5H)-trione), 5B (ascorbic acid; (1,2-dihydroxy-
ethyl)-3,4-dihydroxyturan-2(5H)-one), and 5C (2-hydroxy-
acetophenone) show (1) the effect of a heterocyclic
compound on hydrolysis of milled PCS by the 7. reesei cel-
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Iulase composition in the absence of a GH61 polypeptide
(heterocyclic compound effect,, ;zs:1y, White bars), (2) the
effect of a heterocyclic compound on hydrolysis of milled
unwashed PCS by the 7. reesei cellulase composition in the
presence of a GH61 polypeptide (heterocyclic compound
effect, ;r61y, grey bars), and (3) the effect of a GH61
polypeptide on hydrolysis of milled unwashed PCS by the 7.
reesei cellulase composition in the presence of a heterocyclic
compound (GH61 effect, black bars) for 1, 3, and 7 days.
Calculations were performed as described in Example 5.

Hydrolysis of milled unwashed PCS by the 7. reesei cellu-
lase composition was increased by the presence of dehy-
droascorbic acid with or without 7. aurantiacus GH61A
polypeptide as described by both the heterocyclic compound
effect,,, Gusy and heterocyclic compound effect, ;u615,
which were greater than 1 at mid to late stages of hydrolysis
(FIG. 5A, white and grey bars), as defined by Equations 2 and
3. Furthermore, the effect of the 7. aurantiacus GH61A
polypeptide was greater than 1 (Equation 4), indicating that
the 7. aurantiacus GH61A polypeptide enhanced hydrolysis
when dehydroascorbic acid was present (FIG. 5A, black
bars). The magnitude of the GH61 effect at 7 days with
dehydroascorbic acid present was approximately 1.22, which
is slightly larger than the GH61 effect in the absence of
dehydroascorbic acid at 7 days, i.e., approximately 1.19 (Ex-
ample 4), indicating that dehydroascorbic acid slightly
enhanced the GH81 effect on milled unwashed PCS.

Hydrolysis of milled unwashed PCS by the 7. reesei cellu-
lase composition was increased by the presence of ascorbic
acid with or without 7. aurantiacus GH61A polypeptide as
described by both the heterocyclic compound effect,,, 1)
and the heterocyclic compound effect, ;z6,), Which were
greater than 1 (FIG. 5B, white and grey bars) as defined by
Equations 1 and 2. Furthermore, the effect of the 7. aurantia-
cus GH61A polypeptide was greater than 1 (Equation 3),
indicating that the 7. awurantiacus GH61A polypeptide
enhanced hydrolysis when ascorbic acid was present (FIG.
5B, black bars). The magnitude of the GH61 effect at 7 days
with dehydroascorbic acid present was approximately 1.23,
which is slightly larger than the GH61 effect in the absence of
ascorbic acid at 7 days, i.e., approximately 1.19 (Example 4),
indicating that ascorbic acid slightly enhanced the GH61
effect on milled unwashed PCS.

Hydrolysis of milled unwashed PCS by the 7. reesei cellu-
lase composition was increased by the presence of 2-hy-
droxyacetophenone with or without 7. aurantiacus GH61A
polypeptide as described by both the heterocyclic compound
effect;,,, ;1) and the heterocyclic compound effect, ;4615
which were greater than 1 (FIG. 5C, white and grey bars) as
defined by Equations 2 and 3. Furthermore, the effect of the 70
aurantiacus GH61 A polypeptide was greater than 1 (Equa-
tion 4), indicating that the 7_ aurantiacus GH61 A polypeptide
enhanced hydrolysis when 2-hydroxyacetophenone was
present (FIG. 5C, black bars). The magnitude of the GH61
effect at 7 days with 2-hydroxyacetophenone present was
approximately 1.22, which is slightly larger than the GH61
effect in the absence of 2-hydroxyacetophenone at 7 days,
i.e., approximately 1.19 (Example 4), indicating that 2-hy-
droxyacetophenone slightly enhanced the GH81 effect on
milled unwashed PCS.

The overall results demonstrated that the 7. aurantiacus
GH61A polypeptide enhanced hydrolysis of milled
unwashed PCS by the 7. reesei cellulase composition when
heterocyclic compounds was present compared to 1. auran-
tiacus GH61A polypeptide alone. However, in the absence of
a heterocyclic compound, the 7. aurantiacus GHO61A
polypeptide enhanced hydrolysis by the 7. reesei cellulase
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composition suggesting the presence of a compound(s) in the
milled unwashed PCS that was involved with the GH61
polypeptide to enhance hydrolysis of the cellulose compo-
nent of milled unwashed PCS by the 7. reesei cellulase com-
position.

Example 10

Effect of Heterocyclic Compounds on GH61
Polypeptides During Hydrolysis of Microcrystalline
Cellulose by the Trichoderma reesei Cellulase
Composition

The effect of ascorbic acid ((1,2-dihydroxyethyl)-3,4-di-
hydroxyfuran-2(5SH)-one) on the cellulolytic enhancing
activity of GH61 polypeptides during hydrolysis of
AVICEL® by the 7. reesei cellulase composition was deter-
mined using the experimental conditions and procedures
described in Example 1 with the following exceptions. The
concentration of ascorbic acid was 5 mM and the concentra-
tion of GH61 polypeptide was 0.4 or 2 mg per gram cellulose.

FIGS. 6A and 6B (P. pinophilum GH61A), 6C and 6D (4.
fumigatus GH61B), 6E and 6F (7 stipitatus GH61), 6G (1.
reesei GH61B), and 6H and 6l (7. terrestris GH61E), show
(1) the effect of a heterocyclic compound on hydrolysis of
AVICEL® by the 7. reesei cellulase composition in the
absence of a GH61 polypeptide (heterocyclic compound
effect,,, cre1), White bars), (2) the effect of a heterocyclic
compound on hydrolysis of AVICEL® by the 7. reesei cellu-
lase composition in the presence of a GH61 polypeptide
(heterocyclic compound effect . ;p:), grey bars), and (3) the
effect of a GH61 polypeptide on hydrolysis of AVICEL® by
the 7. reesei cellulase composition in the presence of a het-
erocyclic compound (GH61 effect, black bars) for 1, 3, and 7
day.

Hydrolysis of AVICEL® by the 7. reesei cellulase compo-
sition was increased by the presence of ascorbic acid and the
P. pinophilum GH61A polypeptide as indicated by the het-
erocyclic compound effect, ;7. which was greater than the
heterocyclic compound effect,,, Gze1y (FIGS. 6A and 6B,
grey bars compared to white bars), as defined by Equations 2
and 3, although ascorbic acid had no effect on the hydrolysis
of AVICEL® by the 1. reesei cellulase composition in the
absence ofthe P. pinophilum GH61A polypeptide (white bars
in FIGS. 6A and 6B). Furthermore, the eftect of the P. pino-
philum GH61 A polypeptide was greater than 1 (GH61 effect,
Equation 4), indicating that the P pinophilum GHG61A
polypeptide enhanced hydrolysis when ascorbic acid was
present (FIGS. 6A and 6B, black bars), whereas the P. pino-
philum GH61A polypeptide did not enhance hydrolysis of
microcrystalline cellulose in the absence of ascorbic acid
(Example 4).

Hydrolysis of AVICEL® by the 7. reesei cellulase compo-
sition was increased by the presence of ascorbic acid and the
A. fumigatus GH61B polypeptide as indicated by the hetero-
cyclic compound effect, Gz61), Which was greater than the
heterocyclic compound effect,,, Gze1y (FIGS. 6C and 6D,
grey bars compared to white bars), as defined by Equations 2
and 3, although ascorbic acid had no effect on the hydrolysis
of AVICEL® by the 1. reesei cellulase composition in the
absence of the 4. fumigatus GH61B polypeptide (white bars
in FIGS. 6C and 6D). Furthermore, the effect of the A4. fumi-
gatus GH61B polypeptide was greater than 1 (GH61 effect,
Equation 4), indicating that the A. fumigarus GH61B
polypeptide enhanced hydrolysis when ascorbic acid was
present (FIGS. 6C and 6D, black bars), whereas the A. fumi-
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gatus GH61B polypeptide did not enhance hydrolysis of
microcrystalline cellulose in the absence of ascorbic acid
(Example 4).

Hydrolysis of AVICEL® by the 1. reesei cellulase compo-
sition was increased by the presence of ascorbic acid and the
T. stipitatus GH61A polypeptide as indicated by the hetero-
cyclic compound effect, Gz6,y, Which was greater than the
heterocyclic compound effect ,,,, 6,y (FIGS. 6E and 6F, grey
bars compared to white bars), as defined by Equations 2 and
3, although ascorbic acid had no effect on the hydrolysis of
AVICEL® by the 7. reesei cellulase composition in the
absence of the 7. stipitatus GH61A polypeptide (white bars in
FIGS. 6E and 6F). Furthermore, the effect of the 7. stipitatus
GHG61A polypeptide was greater than 1 (GH61 effect, Equa-
tion 4), indicating that the 7. stipitatus GH61A polypeptide
enhanced hydrolysis when ascorbic acid was present (FIGS.
6FE and 6F, black bars), whereas the 7. stipitatus GH61A
polypeptide did not enhance hydrolysis of microcrystalline
cellulose in the absence of ascorbic acid (Example 4).

Hydrolysis of AVICEL® by the 1. reesei cellulase compo-
sition was increased by the presence of ascorbic acid and the
T. reesei GH61B polypeptide as indicated by the heterocyclic
compound effect , ;,y, Wwhich was greater than the hetero-
cyclic compound effect,,,, z61y (FIG. 6G, grey bar compared
to white bar), as defined by Equations 2 and 3, although
ascorbic acid had no eftect on the hydrolysis of AVICEL® by
the T reesei cellulase composition in the absence of the 7.
reesei GH61B polypeptide (white bar in FIG. 6G). Further-
more, the effect of the T reesei GH61B polypeptide at high
level was greater than 1 (GH61 eftect, Equation 4), indicating
that the 7. reesei GH61B polypeptide enhanced hydrolysis
when ascorbic acid was present (FIG. 6G, black bar), whereas
the 7. reesei GH61B polypeptide did not enhance hydrolysis
of microcrystalline cellulose in the absence of ascorbic acid
(Example 4).

Hydrolysis of AVICEL® by the 1. reesei cellulase compo-
sition was increased by the presence of ascorbic acid and the
T. terrestris GH61E polypeptide as indicated by the hetero-
cyclic compound effect,, x4,y which was greater than the
heterocyclic compound effect,,,, ;1) (FIGS. 6Hand 61, grey
bars compared to white bars), as defined by Equations 2 and
3, although ascorbic acid had no effect on the hydrolysis of
AVICEL® by the 7. reesei cellulase composition in the
absence ofthe 7. terrestris GH61E polypeptide (white bars in
FIGS. 6H and 61). Furthermore, the effect of the 7. terrestris
GHO61E polypeptide was greater than 1 (GH61 effect, Equa-
tion 4), indicating that the 7. terrestris GH61E polypeptide
enhanced hydrolysis when ascorbic acid was present (FIGS.
6H and 61, black bars), whereas the 7. terrestris GH61E
polypeptide did not enhance hydrolysis of microcrystalline
cellulose in the absence of ascorbic acid (Example 4).

The overall results demonstrated that cellulolytic enhanc-
ing activity of the GH61 polypeptides was apparent in the
presence of a heterocyclic compound during hydrolysis of
AVICEL® by the T. reesei cellulase composition. However,
the GH61 polypeptides had no detectable effect on hydrolysis
of AVICEL® by the T reesei cellulase composition in the
absence of a heterocyclic compound.

Example 11

Effect of Heterocyclic Compounds on 7. Aurantiacus
GH61A Polypeptide During Hydrolysis of
Microcrystalline Cellulose by the Trichoderma
reesei Cellulase Composition

The effect of heterocyclic compounds on the cellulolytic
enhancing activity of GH61 polypeptides during hydrolysis
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of AVICEL® by the 7. reesei cellulase composition was
determined using the experimental conditions and procedures
described in Example 1 with the following exceptions. The
concentration of the heterocyclic compound was 5 mM and
the concentration of GH61 polypeptide was 0.4 mg per gram
cellulose.

FIG. 7A (3-hydroxy-5-methylisoxazole), 7B (D-glucal),
7C (3-deoxyglucosone), and 7D (D-xylonic y-lactone) show
(1) the effect of a heterocyclic compound on hydrolysis of
AVICEL® by the 7. reesei cellulase composition in the
absence of a GH61 polypeptide (heterocyclic compound
effect,,, cre1), White bars), (2) the effect of a heterocyclic
compound on hydrolysis of AVICEL® by the 7. reesei cellu-
lase composition in the presence of a GH61 polypeptide
(heterocyclic compound effect . ;p:), grey bars), and (3) the
effect of a GH61 polypeptide on hydrolysis of AVICEL® by
the 7. reesei cellulase composition in the presence of a het-
erocyclic compound (GH61 effect, black bars) for 1, 3, and 7
days.

Hydrolysis of AVICEL® by the 7. reesei cellulase compo-
sition was not significantly affected by the presence of 3-hy-
droxy-5-methylisoxazole alone or with 7. aurantiacus
GH61A polypeptide as indicated by the heterocyclic com-
pound effect,, msy, and heterocyclic compound
effect, 5.6,y being close to 1 (FIG. 7A, white and grey bars),
as defined by Equations 2 and 3. However, at day 1 and 7, the
effect of the 7. aurantiacus GH61 A polypeptide was greater
than 1 (GH61 effect, Equation 4), indicating that the 7. auran-
tiacus GH61 A polypeptide enhanced hydrolysis when 3-hy-
droxy-5-methylisoxazole was present (FIG. 7A, black bars),
whereas the 7. aurantiacus GH61A polypeptide did not
enhance hydrolysis of microcrystalline cellulose in the
absence of ascorbic acid (Example 4).

Hydrolysis of AVICEL® by the 7. reesei cellulase compo-
sition was inhibited by the presence of D-glucal alone or with
T aurantiacus GH61A polypeptide as indicated by the het-
erocyclic compound effect,, czs;, and heterocyclic com-
pound effect , ;) being less than 1 (FIG. 7B, white and
grey bars), as defined by Equations 2 and 3. However, at day
7, the effect of the 7. aurantiacus GH61 A polypeptide was
greaterthan 1 (GH61 effect, Equation 4), indicating that the 70
aurantiacus GHO61A polypeptide enhanced late stage
hydrolysis when D-glucal was present (FIG. 7B, black bars),
whereas the 7. aurantiacus GH61A polypeptide did not
enhance hydrolysis of microcrystalline cellulose in the
absence of ascorbic acid (Example 4).

Hydrolysis of AVICEL® by the 7. reesei cellulase compo-
sition was not significantly affected by the presence of
3-deoxyglucosone alone or with 7. aurantiacus GH61A
polypeptide as indicated by the heterocyclic compound
effect,, cre1y, and heterocyclic compound effect , ;1)
being close to 1 (FIG. 7C, white and grey bars), as defined by
Equations 2 and 3. However, the effect of the 7. aurantiacus
GHG61A polypeptide was greater than 1 (GH61 effect, Equa-
tion 4), indicating that the 7_ aurantiacus GH61 A polypeptide
enhanced hydrolysis when 3-deoxyglucosone was present
(FIG. 7C, black bars), whereas the 7. aurantiacus GH61A
polypeptide did not enhance hydrolysis of microcrystalline
cellulose in the absence of ascorbic acid (Example 4).

Hydrolysis of AVICEL® by the 7. reesei cellulase compo-
sition at day 1 or 7 was not significantly affected by the
presence of D-xylonic y-lactone alone or with 7. aurantiacus
GH61A polypeptide as indicated by the heterocyclic com-
pound effect,, msy, and heterocyclic compound
effect, 561y being close to 1 (FIG. 7D, white and grey bars),
as defined by Equations 2 and 3. However, the effect of the 7
aurantiacus GH61 A polypeptide was greater than 1 (GH61
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effect, Equation 4), indicating that the 7. aurantiacus GH61 A
polypeptide enhanced day 1 or 7 hydrolysis when D-xylonic
y-lactone was present (FIG. 7D, black bars), whereas the 7.
aurantiacus GH61 A polypeptide did not enhance hydrolysis
of microcrystalline cellulose in the absence of ascorbic acid
(Example 4).

The overall results demonstrated that cellulolytic enhanc-
ing activity of the GH61 polypeptides was apparent in the
presence of a heterocyclic compound during hydrolysis of
AVICEL® by the T. reesei cellulase composition. However,
the GH61 polypeptides had no detectable effect on hydrolysis
of AVICEL® by the T reesei cellulase composition in the
absence of a heterocyclic compound.

Example 12

Enhancement of Microcrystalline Cellulose
Cellulolysis by the 7. Reesei Cellulose Composition
Using Combinations of Compounds and Various
GHG61 Polypeptides

Combinations of compounds including: pyrogallol, 2-ami-
nophenol, quercitin, 2-hydroxy-1,4-naphthoquinone, morin
hydrate and naringenin (Sigma, St. Louis, Mo.) were tested in
conjunction with various GH61 polypeptides for their com-
bined ability to enhance cellulolysis by 7. reesei cellulases.
Saccharification reactions were performed as described (Ex-
ample 1), using 29.5 mg per ml microcrystalline cellulose
(AVICEL®) and 4 mg per g cellulose of 7. reesei cellulase
composition in 50 mM sodium acetate, 1 mM manganese
sulfate at pH 5.0 at either a total compound concentration of
3 mM (1 mM of'each compound) or a total concentration of 1
mM (0.33 mM of each compound) with GH61s including
Thermoascus aurantiacus GH61A polypeptide and Aspergil-
lus fumigatus GH61B polypeptide. Solutions of each com-
pound were made in either 20% or 50% (v/v) methanol in 50
mM sodium acetate pH 5.0 with 1 mM manganese sulfate.
These were added to saccharification reactions at a final con-
centration of 1 mM or 3 mM as described above. As a control,
methanol was added to saccharification reactions at equiva-
lent final concentrations.

FIG. 8A shows the fractional hydrolysis of AVICEL® by
the 7. reesei cellulase composition with various GH61
polypeptides as indicated, and combinations of compounds
as indicated. FIG. 8B shows the GH61 effect for each of these
mixtures. The compound mixtures included: dehydroascor-
bate (DHA), pyrogallol (pyro) and quercitin (querc); pyro-

gallol, 2-aminophenol (2-AP), 2-hydroxy-1,4-naphtho-
quinone (naphtho); 2-aminophenol, quercitin,
dehydroascorbate  and  2-hydroxy-1,4-naphthoquinone,

morin hydrate, naringenin. In each case the overall hydrolysis
was enhanced by the combined presence of the compound
mixtures and the GH61 polypeptides. In each case, the appar-
ent fractional hydrolysis was higher at 1 mM concentration of
compounds than either 3 mM compounds or control saccha-
rifications. For most mixtures of compounds examined at 1
mM, T aurantiacus GH61A polypeptide gave the greatest
overall conversion, whereas at 3 mM, A. fumigarus GH61B
generally gave the highest overall conversion.

The present invention is further described by the following
numbered paragraphs:

[1] A composition comprising: (a) a polypeptide having
cellulolytic enhancing activity and (b) a heterocyclic com-
pound, wherein the combination of the polypeptide having
cellulolytic enhancing activity and the heterocyclic com-
pound enhances hydrolysis of a cellulosic material by a cel-
Iulolytic enzyme.
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[2] The composition of paragraph 1, wherein the heterocy-
clic compound is a compound comprising an optionally sub-
stituted heterocycloalkyl moiety or optionally substituted
heteroaryl moiety.

[3] The composition of paragraph 2, wherein the optionally
substituted heterocycloalkyl moiety or optionally substituted
heteroaryl moiety is an optionally substituted S-membered
heterocycloalkyl or optionally substituted 5-membered het-
eroaryl moiety.

[4] The composition of paragraph 2, wherein the optionally
substituted heterocycloalkyl moiety or optionally substituted
heteroaryl moiety is an optionally substituted moiety selected
from pyrazolyl, furanyl, imidazolyl, isoxazolyl, oxadiazolyl,
oxazolyl, pyrrolyl, pyridyl, pyrimidyl, pyridazinyl, thiazolyl,
triazolyl, thienyl, dihydrothieno-pyrazolyl, thianaphthenyl,
carbazolyl, benzimidazolyl, benzothienyl, benzofuranyl,
indolyl, quinolinyl, benzotriazolyl, benzothiazolyl, benzoox-
azolyl, benzimidazolyl, isoquinolinyl, isoindolyl, acridinyl,
benzoisazolyl, dimethylhydantoin, pyrazinyl, tetrahydro-
furanyl, pyrrolinyl, pyrrolidinyl, morpholinyl, indolyl, diaz-
epinyl, azepinyl, thiepinyl, piperidinyl, and oxepinyl.

[5] The composition of paragraph 2, wherein the optionally
substituted heterocycloalkyl moiety or optionally substituted
heteroaryl moiety is an optionally substituted furanyl.

[6] The composition of paragraph 1, wherein the heterocy-
clic compound is a compound of formula (I) or (I):

@

or

an

wherein each bond indicated with a dashed line is single or
double;

R, R?, R?, R* and R® are independently hydrogen, halo-
gen, —0, —OH, —OR?®, —CN, —NO,, —N(R*)(R'?),
—C(O)R?*°, —C(O)OR®, —C(O)NHR’, —OC(O)R™,
—NHC(O)R'?, —OC(O)OR"?, —NHC(O)OR"™, —OC(O)
NHR'>, —NHC(O)NHR'¢, —SO,R'7, —SO,N(R'*)(R'?),
—SR?°, or an optionally substituted moiety selected from
alkyl, alkenyl, alkynyl, cycloalkyl, cycloalkyl-alkyl, hetero-
cycloalkyl, heterocycloalkyl-alkyl, aryl, aralkyl, heteroaryl,
and heteroaralkyl;

R6, R7, RS, RQ, RIO, Rll, R12, R13, R14, RIS, R16, RIS, ng,
R?°, and R?! are independently hydrogen, or an optionally
substituted moiety selected from alkyl, alkenyl, alkynyl,
cycloalkyl, cycloalkyl-alkyl, heterocycloalkyl, heterocy-
cloalkyl-alkyl, aryl, aralkyl, heteroaryl, and heteroaralkyl;
and

R'7 is an optionally substituted moiety selected from alkyl,
alkenyl, alkynyl, cycloalkyl, cycloalkyl-alkyl, heterocy-
cloalkyl, heterocycloalkyl-alkyl, aryl, aralkyl, heteroaryl, and
heteroaralkyl; and

wherein each pair of R! and R?, R? and R?, R® and R*, and
R* and R® may combine to form an optionally substituted
fused ring;

or a salt or solvate thereof.
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[7] The composition of paragraph 6, wherein at least one
bond indicated with a dashed line is double.

[8] The composition of paragraph 6, wherein only one
bond indicated with a dashed line is double.

[9] The composition of paragraph 6, wherein the heterocy-
clic compound is a compound of formula (I-A), (I-B), or
(I1-C):

I-A)

R! 0, R*
or
R? R?
I-B)
R! O, R*
\ or
R? R?
10
R! O, R*
R? R?

wherein R', R?, R?, and R* are as defined in the preceding
paragraphs; or a salt or solvate thereof.

[10] The composition of paragraph 6, wherein the hetero-
cyclic compound is a compound of formula (I-D), (I-E), (I-F),
or (I-G):

Rl\qo

I-D)

or

(I-E)
or

(-F)

or

R3

R4
\Zq

wherein R', R?, R?, and R* are as defined in the preceding
paragraphs; or a salt or solvate thereof.

I-G)

[11] The composition of paragraph 6, wherein the hetero-
cyclic compound is a compound of formula (I-A), (I-B), or
(I1-C):
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(11-A)
R! o} R’
\ or
R? R*
R3
(II-B)
R! 0 R’
or
R? R*
R3
(I1-C)
R! 0 R’
R? R*
R3

wherein R', R?, R?, R*, and R are as defined in the pre-
ceding paragraphs; or a salt or solvate thereof.

[12] The composition of any one of paragraphs 6-11,
wherein R', R%, R®, R*, and R® are independently hydrogen,
halogen, —0O, —OH, —ORS®, or an optionally substituted
moiety selected from alkyl, alkenyl, alkynyl, cycloalkyl,
cycloalkyl-alkyl, heterocycloalkyl, heterocycloalkyl-alkyl,
aryl, aralkyl, heteroaryl, and heteroaralkyl; and wherein each
pair of R* and R?, R? and R*, R® and R*, and R* and R> may
combine to form an optionally substituted fused ring.

[13] The composition of any one of paragraphs 6-11,
wherein R', R%, R®, R*, and R® are independently hydrogen,
halogen, =0, —OH, —OR®, or an optionally substituted
alkyl; and wherein each pair of R* and R?, R* and R?, R and
R*, and R* and R® may combine to form an optionally sub-
stituted fused ring.

[14] The composition of any one of paragraphs 6-11,
wherein R', R%, R®, R*, and R® are independently hydrogen,
—0, —OH, an optionally substituted —O—(C,-C, )alkyl,
or an optionally substituted —(C,-C, )alkyl.

[15] The composition of any one of paragraphs 6-14,
wherein at least one of R', R?, R?, R*, and R® is hydrogen.

[16] The composition of any one of paragraphs 6-14,
wherein at least two of R*, R?, R?, R*, and R® are hydrogen.

[17] The composition of any one of paragraphs 6-14,
wherein at least three of R*, R*, R?, R*, and R® are hydrogen.

[18] The composition of any one of paragraphs 6-17,
wherein at least one of R*, R*, R®, R*, and R®, is an optionally
substituted alkyl (e.g., an optionally substituted C,-C,, alkyl,
such as an optionally substituted methyl, ethyl, n-propyl,
isopropyl, n-butyl, t-butyl, or n-pentyl).

[19] The composition of any one of paragraphs 6-17,
wherein at least two of R*, R?, R?, R*, and R®, are optionally
substituted alkyl (e.g., optionally substituted C,-C,, alkyl,
such as optionally substituted methyl, ethyl, n-propyl, isopro-
pyl, n-butyl, t-butyl, or n-pentyl).

[20] The composition of any one of paragraphs 6-19,
wherein at least one of R, R%, R?, R%, and R® is —O.

[21] The composition of any one of paragraphs 6-19,
wherein only one of R', R?, R?, R*, and R* is —O.

[22] The composition of paragraph 20 or 21, wherein R* is
—0.

[23] The composition of paragraph 20 or 21, wherein R is
—0.
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[24] The composition of paragraph 20 or 21, wherein R? is
—0.

[25] The composition of paragraph 20 or 21, wherein R* is
—0.

[26] The composition of paragraph 20 or 21, wherein R® is
—0.

[27] The composition of any one of paragraphs 6-19,
wherein at least two of R, R? R3, R* and R® are —O.

[28] The composition of any one of paragraphs 6-19,
wherein only two of R, R R? R*, and R® are —0.

[28] The composition of paragraph 27 or 28, wherein R!
and R? are =—O.

[30] The composition of paragraph 27 or 28, wherein R*
and R? are =0.

[31] The composition of paragraph 27 or 28, wherein R*
and R* are —O.

[32] The composition of paragraph 27 or 28, wherein R!
and R® are —O.

[33] The composition of paragraph 27 or 28, wherein R>
and R? are =0.

[34] The composition of paragraph 27 or 28, wherein R>
and R* are =0.

[35] The composition of paragraph 27 or 28, wherein R>
and R® are —O.

[36] The composition of paragraph 27 or 28, wherein R?
and R* are —O.

[37] The composition of paragraph 27 or 28, wherein R?
and R® are —O.

[38] The composition of paragraph 27 or 28, wherein R*
and R® are —O.

[39] The composition of any one of paragraphs 6-19,
wherein three of R!, R, R?, R*, and R® are —O.

[40] The composition of any one of paragraphs 6-39,
wherein at least one of R, R%, R?, R%, and R® is —OH.

[41] The composition of any one of paragraphs 6-39,
wherein only one of R', R*, R®, R*, and R® is —OH.

[42] The composition of paragraph 40 or 41, wherein R' is
—OH.

[43] The composition of paragraph 40 or 41, wherein R is
—OH.

[44] The composition of paragraph 40 or 41, wherein R? is
—OH.

[45] The composition of paragraph 40 or 41, wherein R* is
—OH.

[46] The composition of paragraph 40 or 41, wherein R’ is
—OH.

[47] The composition of any one of paragraphs 6-39,
wherein at least two of R!, R? R3, R* and R® are —OH.

[48] The composition of any one of paragraphs 6-39,
wherein only two of R, R, R?, R* and R> are —OH.

[49] The composition of paragraph 47 or 48, wherein R!
and R? are —OH.

[50] The composition of paragraph 47 or 48, wherein R!
and R® are —OH.

[51] The composition of paragraph 47 or 48, wherein R!
and R* are —OH.

[52] The composition of paragraph 47 or 48, wherein R*
and R® are —OH.

[53] The composition of paragraph 47 or 48, wherein R>
and R? are —OH.

[54] The composition of paragraph 47 or 48, wherein R>
and R* are —OH.

[55] The composition of paragraph 47 or 48, wherein R>
and R are —OH.

[56] The composition of paragraph 47 or 48, wherein R?
and R* are —OH.
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[57] The composition of paragraph 47 or 48, wherein R®
and R® are —OH.

[58] The composition of paragraph 47 or 48, wherein R*
and R are —OH.

[59] The composition of any one of paragraphs 6-39,
wherein at least three of R', R?, R*, R*, and R® are —OH.

[60] The composition of any one of paragraphs 6-39,
wherein at least one of R, R?, R?, R*, and R® is —OH and at
least one of R!, R%, R? R* and R® is —O.

[61] The composition of any one of paragraphs 6-60,
wherein at least one pair of R' and R? R?and R®, R? and R*,
and R* and R> combine to form an optionally substituted
fused ring.

[62] The composition of any one of paragraphs 6-60,
wherein R! and R* combine to form an optionally substituted
fused ring.

[63] The composition of any one of paragraphs 6-60,
wherein R! and R* combine to form an optionally substituted
fused cycloalkylene ring.

[64] The composition of any one of paragraphs 6-60,
wherein R and R? combine to form an optionally substituted
fused arylene ring.

[65] The composition of any one of paragraphs 6-60,
wherein R! and R* combine to form an optionally substituted
fused heteroarylene ring.

[66] The composition of any one of paragraphs 6-60,
wherein R? and R® combine to form an optionally substituted
fused ring.

[67] The composition of any one of paragraphs 6-60,
wherein R? and R? combine to form an optionally substituted
fused cycloalkylene ring.

[68] The composition of any one of paragraphs 6-60,
wherein R? and R? combine to form an optionally substituted
fused arylene ring.

[69] The composition of any one of paragraphs 6-60,
wherein R? and R® combine to form an optionally substituted
fused heteroarylene ring.

[70] The composition of any one of paragraphs 6-60,
wherein R? and R* combine to form an optionally substituted
fused ring.

[71] The composition of any one of paragraphs 6-60,
wherein R® and R* combine to form an optionally substituted
fused cycloalkylene ring.

[72] The composition of any one of paragraphs 6-60,
wherein R® and R* combine to form an optionally substituted
fused arylene ring.

[73] The composition of any one of paragraphs 6-60,
wherein R? and R* combine to form an optionally substituted
fused heteroarylene ring.

[74] The composition of any one of paragraphs 6-60,
wherein R* and R> combine to form an optionally substituted
fused ring.

[75] The composition of any one of paragraphs 6-60,
wherein R* and R’ combine to form an optionally substituted
fused cycloalkylene ring.

[76] The composition of any one of paragraphs 6-60,
wherein R* and R> combine to form an optionally substituted
fused arylene ring.

[77] The composition of any one of paragraphs 6-60,
wherein R* and R> combine to form an optionally substituted
fused heteroarylene ring.

[78] The composition of any one of paragraphs 6-60,
wherein only one pair of R* and R?, R? and R?, R® and R*, and
R* and R® combine to form an optionally substituted fused
ring.

[79] The composition of paragraph 6, wherein the hetero-
cyclic compound is selected from the group consisting of:
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(I-1): (1,2-dihydroxyethyl)-3,4-dihydroxyfuran-2(SH)-one;
(I-2): 4-hydroxy-5-methyl-3-furanone; (I-3): S-hydroxy-2
(SH)-furanone; (I-4): [1,2-dihydroxyethyl|furan-2,3,4(5H)-
trione; (I-5): a-hydroxy-y-butyrolactone; (I-6): ribonic y-lac-
tone; (I-7):  glucuronic  acid  y-lactone;  (I-8):
dihydrobenzofuran; (I-9): 5-(hydroxymethyl)furfural; (I-10):
furoin; (I-11): 2(SH)-furanone; (II-1): gluconic acid d-lac-
tone; (1I-2): 4-hydroxycoumarin; (I1-3): 5,6-dihydro-2H-py-
ran-2-one; (II-4): 5,6-dihydro-4-hydroxy-6-methyl-2H-py-
ran-2-one;  (II-5):  1,5-anhydro-2-deoxy-arabino-hex-1-
enitol; and (II-6): 3-deoxy-erythro-hexosulose; 3-hydroxy-5-
methylisoxazole; or a salt or solvate thereof.

[80] The composition of any one of paragraphs 1-79, which
further comprises (c) one or more enzymes selected from the
group consisting of a cellulase, a hemicellulase, an esterase,
an expansin, a laccase, a ligninolytic enzyme, a pectinase, a
peroxidase, a protease, and a swollen in.

[81] The composition of paragraph 80, wherein the cellu-
lase is one or more enzymes selected from the group consist-
ing of an endoglucanase, a cellobiohydrolase, and a beta-
glucosidase.

[82] The composition of paragraph 80, wherein the hemi-
cellulase is one or more enzymes selected from the group
consisting of a xylanase, an acetyxylan esterase, a feruloyl
esterase, an arabinofuranosidase, a xylosidase, and a glucu-
ronidase.

[83] A method for degrading or converting a cellulosic
material, comprising: treating the cellulosic material with an
enzyme composition in the presence of a polypeptide having
cellulolytic enhancing activity and a heterocyclic compound,
wherein the combination of the polypeptide having cellu-
lolytic enhancing activity and the heterocyclic compound
enhances hydrolysis of the cellulosic material by the enzyme
composition.

[84] The method of paragraph 83, wherein the cellulosic
material is pretreated.

[85] The method of paragraph 83 or 84, further comprising
recovering the degraded cellulosic material.

[86] The method of any one of paragraphs 83-85, wherein
the enzyme composition comprises one or more enzymes
selected from the group consisting of a cellulase, a hemicel-
lulase, an esterase, an expansin, a laccase, a ligninolytic
enzyme, a pectinase, a peroxidase, a protease, and a swolle-
nin.

[87] The method of paragraph 86, wherein the cellulase
one or more enzymes selected from the group consisting of an
endoglucanase, a cellobiohydrolase, and a beta-glucosidase.

[88] The method of paragraph 86, wherein the hemicellu-
lase is one or more enzymes selected from the group consist-
ing of a xylanase, an acetyxylan esterase, a feruloyl esterase,
an arabinofuranosidase, a xylosidase, and a glucuronidase.

[89] The method of any one of paragraphs 83-88, wherein
the degraded cellulosic material is a sugar.

[90] The method of paragraph 89, wherein the sugar is
selected from the group consisting of glucose, xylose, man-
nose, galactose, and arabinose.

[91] A method for producing a fermentation product, com-
prising:

(a) saccharifying a cellulosic material with an enzyme
composition in the presence of a polypeptide having cellu-
lolytic enhancing activity and a heterocyclic compound,
wherein the combination of the polypeptide having cellu-
lolytic enhancing activity and the heterocyclic compound
enhances hydrolysis of the cellulosic material by the enzyme
composition;
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(b) fermenting the saccharified cellulosic material with one
or more fermenting microorganisms to produce the fermen-
tation product; and

(c) recovering the fermentation product from the fermen-
tation.

[92] The method of paragraph 91, wherein the cellulosic
material is pretreated.

[93] The method of paragraph 91 or 92, wherein the
enzyme composition comprises one or more enzymes
selected from the group consisting of a cellulase, a hemicel-
Iulase, an esterase, an expansin, a laccase, a ligninolytic
enzyme, a pectinase, a peroxidase, a protease, and a swolle-
nin.

[94] The method of paragraph 93, wherein the cellulase is
one or more enzymes selected from the group consisting of an
endoglucanase, a cellobiohydrolase, and a beta-glucosidase.

[95] The method of paragraph 93, wherein the hemicellu-
lase is one or more enzymes selected from the group consist-
ing of a xylanase, an acetyxylan esterase, a feruloyl esterase,
an arabinofuranosidase, a xylosidase, and a glucuronidase.

[96] The method of any one of paragraphs 91-95, wherein
steps (a) and (b) are performed simultaneously in a simulta-
neous saccharification and fermentation.

[97] The method of any one of paragraphs 91-96, wherein
the fermentation product is an alcohol, an alkane, a cycloal-
kane, an alkene, an amino acid, a gas, isoprene, a ketone, an
organic acid, or polyketide.

[98] A method of fermenting a cellulosic material, com-
prising: fermenting the cellulosic material with one or more
fermenting microorganisms, wherein the cellulosic material
is saccharified with an enzyme composition in the presence of
a polypeptide having cellulolytic enhancing activity and a
heterocyclic compound, wherein the combination of the
polypeptide having cellulolytic enhancing activity and the
heterocyclic compound enhances hydrolysis of the cellulosic
material by the enzyme composition.

[99] The method of paragraph 98, wherein the cellulosic
material is pretreated before saccharification.

[100] The method of paragraph 98 or 99, wherein the
enzyme composition comprises one or more enzymes
selected from the group consisting of a cellulase, a hemicel-
Iulase, an esterase, an expansin, a laccase, a ligninolytic
enzyme, a pectinase, a peroxidase, a protease, and a swolle-
nin.

[101] The method of paragraph 100, wherein the cellulase
is one or more enzymes selected from the group consisting of
an endoglucanase, a cellobiohydrolase, and a beta-glucosi-
dase.

[102] The method of paragraph 100, wherein the hemicel-
Iulase is one or more enzymes selected from the group con-
sisting of a xylanase, an acetyxylan esterase, a feruloyl
esterase, an arabinofuranosidase, a xylosidase, and a glucu-
ronidase.

[103] The method of any one of paragraphs 98-102,
wherein the fermenting of the cellulosic material produces a
fermentation product.

[104] The method of paragraph 103, further comprising
recovering the fermentation product from the fermentation.

[105] The method of paragraph 103 or 104, wherein the
fermentation product is an alcohol, an alkane, a cycloalkane,
an alkene, an amino acid, a gas, isoprene, a ketone, an organic
acid, or polyketide.

[106] The method of any one of paragraphs 83-105,
wherein the heterocyclic compound is a compound compris-
ing an optionally substituted heterocycloalkyl moiety or
optionally substituted heteroaryl moiety.

[107] The method of paragraph 106, wherein the optionally
substituted heterocycloalkyl moiety or optionally substituted

10

15

20

25

30

35

40

45

50

55

60

65

114

heteroaryl moiety is an optionally substituted S-membered
heterocycloalkyl or optionally substituted 5-membered het-
eroaryl moiety.

[108] The method of paragraph 106, wherein the optionally
substituted heterocycloalkyl moiety or optionally substituted
heteroaryl moiety is an optionally substituted moiety selected
from pyrazolyl, furanyl, imidazolyl, isoxazolyl, oxadiazolyl,
oxazolyl, pyrrolyl, pyridyl, pyrimidyl, pyridazinyl, thiazolyl,
triazolyl, thienyl, dihydrothieno-pyrazolyl, thianaphthenyl,
carbazolyl, benzimidazolyl, benzothienyl, benzofuranyl,
indolyl, quinolinyl, benzotriazolyl, benzothiazolyl, benzoox-
azolyl, benzimidazolyl, isoquinolinyl, isoindolyl, acridinyl,
benzoisazolyl, dimethylhydantoin, pyrazinyl, tetrahydro-
furanyl, pyrrolinyl, pyrrolidinyl, morpholinyl, indolyl, diaz-
epinyl, azepinyl, thiepinyl, piperidinyl, and oxepinyl.

[109] The method of paragraph 106, wherein the optionally
substituted heterocycloalkyl moiety or optionally substituted
heteroaryl moiety is an optionally substituted furanyl.

[110] The method of any one of paragraphs 83-105,
wherein the heterocyclic compound is a compound of for-
mula (I) or (I1):

@

or

an

wherein each bond indicated with a dashed line is single or
double;

R', R? R* R* and R’ are independently hydrogen, halo-
gen, —0, —OH, —OR?®, —CN, —NO%, —NRHR'),
—C(O)R*®, —C(O)OR®, —C(O)NHR?, —OC(O)R",
—NHC(O)R'?, —OC(0)OR"?, —NHC(O)OR"™, —OC(O)
NHR', —NHC(O)NHR'Y, —SO,R"'7, —SO,NR'"*)(R'®),
—SR?°, or an optionally substituted moiety selected from
alkyl, alkenyl, alkynyl, cycloalkyl, cycloalkyl-alkyl, hetero-
cycloalkyl, heterocycloalkyl-alkyl, aryl, aralkyl, heteroaryl,
and heteroaralkyl;

R6’ R7, RS, R9, RlO, Rll, R12, R13, R14, RlS, R16, RlS, ng,
R*°, and R*! are independently hydrogen, or an optionally
substituted moiety selected from alkyl, alkenyl, alkynyl,
cycloalkyl, cycloalkyl-alkyl, heterocycloalkyl, heterocy-
cloalkyl-alkyl, aryl, aralkyl, heteroaryl, and heteroaralkyl;
and

R'7 is an optionally substituted moiety selected from alkyl,
alkenyl, alkynyl, cycloalkyl, cycloalkyl-alkyl, heterocy-
cloalkyl, heterocycloalkyl-alkyl, aryl, aralkyl, heteroaryl, and
heteroaralkyl; and

wherein each pair of R' and R?, R? and R?, R® and R*, and
R* and R® may combine to form an optionally substituted
fused ring;

or a salt or solvate thereof.

[111] The method of paragraph 110, wherein at least one
bond indicated with a dashed line is double.

[112] The method of paragraph 110, wherein only one
bond indicated with a dashed line is double.

[113] The method of paragraph 110, wherein the hetero-
cyclic compound is a compound of formula (I-A), (I-B), or
(I1-C):
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(I-A)
R! 0O, R*
or
R? R?
(I-B)
R! O, R*
\ or
R? R?
I-C)
R! O, R*
R? R?

wherein R', R?, R?, and R* are as defined in the preceding
paragraphs; or a salt or solvate thereof.

[114] The method of paragraph 110, wherein the hetero-
cyclic compound is a compound of formula (I-D), (I-E), (I-F),
or (I-G):

he

I-D)

O
e}

or

R? R?
I-E)
Rl 0, R*
\q .
R? o}
(I-F)
R\ O, 0

or

8

R? R?

I-G)

O

R R*

e

R? (6]

wherein R', R?, R?, and R* are as defined in the preceding
paragraphs; or a salt or solvate thereof.

[115] The method of paragraph 110, wherein the hetero-
cyclic compound is a compound of formula (I-A), (I-B), or
(I-C):

(11-A)
R! e} R?
or
R2 AN R
R3
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(II-B)
R! e} R®
| or
R? R*
R3
(I1-C)
R! o} RS
R? R*
R3

wherein R!, R?, R?, R*, and R* are as defined in the pre-
ceding paragraphs; or a salt or solvate thereof.

[116] The method of any one of paragraphs 110-115,
wherein R', R?, R?, R*, and R® are independently hydrogen,
halogen, =0, —OH, —OR®, or an optionally substituted
moiety selected from alkyl, alkenyl, alkynyl, cycloalkyl,
cycloalkyl-alkyl, heterocycloalkyl, heterocycloalkyl-alkyl,
aryl, aralkyl, heteroaryl, and heteroaralkyl; and wherein each
pair of R* and R?, R? and R?, R® and R*, and R* and R® may
combine to form an optionally substituted fused ring.

[117] The method of any one of paragraphs 110-115,
wherein R', R%, R®, R*, and R’ are independently hydrogen,
halogen, —0, —OH, —OR®, or an optionally substituted
alkyl; and wherein each pair of R and R?, R* and R*, R® and
R*, and R* and R® may combine to form an optionally sub-
stituted fused ring.

[118] The method of any one of paragraphs 110-115,
wherein R', R%, R®, R*, and R’ are independently hydrogen,
—0O, —OH, an optionally substituted —O—(C,-C, j)alkyl,
or an optionally substituted —(C,-C, j)alkyl.

[119] The method of any one of paragraphs 110-118,
wherein at least one of R', R?, R?, R?*, and R® is hydrogen.

[120] The method of any one of paragraphs 110-118,
wherein at least two of R*, R?, R?, R*, and R® are hydrogen.

[121] The method of any one of paragraphs 110-118,
wherein at least three of R', R?, R*, R*, and R® are hydrogen.

[122] The method of any one of paragraphs 110-121,
wherein at least one of R*, R?, R?, R*, and R?, is an optionally
substituted alkyl (e.g., an optionally substituted C,-C,, alkyl,
such as an optionally substituted methyl, ethyl, n-propyl,
isopropyl, n-butyl, t-butyl, or n-pentyl).

[123] The method of any one of paragraphs 110-121,
wherein at least two of R', R?, R?, R*, and R’, are optionally
substituted alkyl (e.g., optionally substituted C,-C,, alkyl,
such as optionally substituted methyl, ethyl, n-propyl, isopro-
pyl, n-butyl, t-butyl, or n-pentyl).

[124] The method of any one of paragraphs 110-124,
wherein at least one of R', R?, R?, R*, and R® is —O.

[125] The method of any one of paragraphs 110-124,
wherein only one of R', R%, R*, R*, and R® is =O0.

[126] The method of paragraph 124 or 125, wherein R* is
—0.

[127] The method of paragraph 124 or 125, wherein R is
—0.

[128] The method of paragraph 124 or 125, wherein R? is
—0.

[129] The method of paragraph 124 or 125, wherein R* is
—0.

[130] The method of paragraph 124 or 125, wherein R is
—0.
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[131] The method of any one of paragraphs 110-124,
wherein at least two of R!, R?, R3, R* and R® are —O.

[132] The method of any one of paragraphs 110-124,
wherein only two of R, R R? R*, and R® are =—0O.

[133] The method of paragraph 131 or 132, wherein R and
R? are =O.

[134] The method of paragraph 131 or 132, wherein R* and
R? are =0.

[135] The method of paragraph 131 or 132, wherein R* and
R*are =O.

[136] The method of paragraph 131 or 132, wherein R and
R® are =O.

[137] The method of paragraph 131 or 132, wherein R? and
R? are =0.

[138] The method of paragraph 131 or 132, wherein R? and
R*are =O.

[139] The method of paragraph 131 or 132, wherein R* and
R® are =O.

[140] The method of paragraph 131 or 132, wherein R® and
R* are =0.

[141] The method of paragraph 131 or 132, wherein R> and
R® are =0.

[142] The method of paragraph 131 or 132, wherein R* and
R® are =O.

[143] The method of any one of paragraphs 110-124,
wherein three of R*, R?, R?, R*, and R® are —O.

[144] The method of any one of paragraphs 110-143,
wherein at least one of R', R?, R?, R*, and R® is —OH.

[145] The method of any one of paragraphs 110-143,
wherein only one of R', R*, R*, R*, and R® is —OH.

[146] The method of paragraph 144 or 145, wherein R” is
—OH.

[147] The method of paragraph 144 or 145, wherein R? is
—OH.

[148] The method of paragraph 144 or 145, wherein R? is
—OH.

[149] The method of paragraph 144 or 145, wherein R* is
—OH.

[150] The method of paragraph 144 or 145, wherein R® is
—OH.

[151] The method of any one of paragraphs 110-143,
wherein at least two of R*, R%, R*, R*, and R® are —OH.

[152] The method of any one of paragraphs 110-143,
wherein only two of R*, R?, R?, R* and R® are —OH.

[153] The method of paragraph 151 or 152, wherein R* and
R? are —OH.

[154] The method of paragraph 151 or 152, wherein R* and
R? are —OH.

[155] The method of paragraph 151 or 152, wherein R* and
R*are —OH.

[156] The method of paragraph 151 or 152, wherein R and
R® are —OH.

[157] The method of paragraph 151 or 152, wherein R* and
R? are —OH.

[158] The method of paragraph 151 or 152, wherein R* and
R*are —OH.

[159] The method of paragraph 151 or 152, wherein R? and
R® are —OH.

[160] The method of paragraph 151 or 152, wherein R® and
R* are —OH.

[161] The method of paragraph 151 or 152, wherein R® and
R® are —OH.

[162] The method of paragraph 151 or 152, wherein R* and
R® are —OH.

[163] The method of any one of paragraphs 110-143,
wherein at least three of R*, R?, R*, R*, and R’ are —OH.
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[164] The method of any one of paragraphs 110-143,
wherein at least one of R', R%, R R*, and R’ is —OH and at
least one of R*, R?, R®, R*, and R® is —O.

[165] The method of any one of paragraphs 110-164,
wherein at least one pair of R* and R%, R? and R?, R® and R*,
and R* and R® combine to form an optionally substituted
fused ring.

[166] The method of any one of paragraphs 110-164,
wherein R and R? combine to form an optionally substituted
fused ring.

[167] The method of any one of paragraphs 110-164,
wherein R and R? combine to form an optionally substituted
fused cycloalkylene ring.

[168] The method of any one of paragraphs 110-164,
wherein R! and R? combine to form an optionally substituted
fused arylene ring.

[169] The method of any one of paragraphs 110-164,
wherein R! and R? combine to form an optionally substituted
fused heteroarylene ring.

[170] The method of any one of paragraphs 110-164,
wherein R? and R? combine to form an optionally substituted
fused ring.

[171] The method of any one of paragraphs 110-164,
wherein R? and R® combine to form an optionally substituted
fused cycloalkylene ring.

[172] The method of any one of paragraphs 110-164,
wherein R? and R® combine to form an optionally substituted
fused arylene ring.

[173] The method of any one of paragraphs 110-164,
wherein R? and R? combine to form an optionally substituted
fused heteroarylene ring.

[174] The method of any one of paragraphs 110-164,
wherein R® and R* combine to form an optionally substituted
fused ring.

[175] The method of any one of paragraphs 110-164,
wherein R? and R* combine to form an optionally substituted
fused cycloalkylene ring.

[176] The method of any one of paragraphs 110-164,
wherein R? and R* combine to form an optionally substituted
fused arylene ring.

[177] The method of any one of paragraphs 110-164,
wherein R® and R* combine to form an optionally substituted
fused heteroarylene ring.

[178] The method of any one of paragraphs 110-164,
wherein R* and R combine to form an optionally substituted
fused ring.

[179] The method of any one of paragraphs 110-164,
wherein R* and R® combine to form an optionally substituted
fused cycloalkylene ring.

[180] The method of any one of paragraphs 110-164,
wherein R* and R® combine to form an optionally substituted
fused arylene ring.

[181] The method of any one of paragraphs 110-164,
wherein R* and R combine to form an optionally substituted
fused heteroarylene ring.

[182] The method of any one of paragraphs 110-164,
wherein only one pair of R and R, R? and R®, R® and R*, and
R* and R® combine to form an optionally substituted fused
ring.

[183] The method of paragraph 110, wherein the hetero-
cyclic compound is selected from the group consisting of:
(I-1): (1,2-dihydroxyethyl)-3,4-dihydroxyfuran-2(SH)-one;
(I-2): 4-hydroxy-5-methyl-3-furanone; (I-3): S-hydroxy-2
(SH)-furanone; (I-4): [1,2-dihydroxyethyl|furan-2,3,4(5H)-
trione; (I-5): a-hydroxy-y-butyrolactone; (I-6): ribonic y-lac-
tone; (I-7):  glucuronic  acid  y-lactone;  (I-8):
dihydrobenzofuran; (I-9): 5-(hydroxymethyl)furfural; (I-10):
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furoin; (I-11): 2(SH)-furanone; (I1I-1): gluconic acid d-lac-
tone; (1I-2): 4-hydroxycoumarin; (I1-3): 5,6-dihydro-2H-py-
ran-2-one; (II-4): 5,6-dihydro-4-hydroxy-6-methyl-2H-py-
ran-2-one;  (II-5):  1,5-anhydro-2-deoxy-arabino-hex-1-
enitol; and (II-6): 3-deoxy-erythro-hexosulose; 3-hydroxy-5-
methylisoxazole; or a salt or solvate thereof.

[184] The method of any of paragraphs 83-183, wherein an
effective amount of the heterocyclic compound to cellulosic
material as a molar ratio to glucosylunits of cellulose is about
107° to about 10, e.g., about 107° to about 7.5, about 107 to
about 5, about 107° to about 2.5, about 1075 to about 1, about
107> to about 1, about 107> to about 107", about 10~ to about
1071, about 1073 to about 107!, or about 10~2 to about 102,

[185] The method of any of paragraphs 83-183, wherein an
effective amount of the heterocyclic compound to cellulose is

10
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[186] The method of any of paragraphs 83-183, wherein an
effective amount of the heterocyclic compound is about 0.1
UM to about 1 M, e.g., about 0.5 uM to about 0.75 M, about
0.75 uM to about 0.5 M, about 1 uM to about 0.25 M, about 1
uM to about 0.1 M, about 5 uM to about 50 mM, about 10 uM
to about 25 mM, about 50 uM to about 25 mM, about 10 uM
to about 10 mM, about 5 uM to about 5 mM, or about 0.1 mM
to about 1 mM.

The invention described and claimed herein is not to be
limited in scope by the specific aspects herein disclosed, since
these aspects are intended as illustrations of several aspects of
the invention. Any equivalent aspects are intended to be
within the scope of this invention. Indeed, various modifica-
tions of the invention in addition to those shown and

about 107° to about 10 per g of cellulose, e.g., about 107° to . described herein will become apparent to those skilled in the
about 7.5, about 10~°to about 5, about 10~° to about 2.5, about art from the foregoing description. Such modifications are
1076 to about 1, about 10> to about 1, about 10~° to about also intended to fall within the scope of the appended claims.
107!, about 107 to about 107!, about 1073 to about 107!, or In the case of conflict, the present disclosure including defi-
about 10~ to about 1072 per g of cellulose. nitions will control.
SEQUENCE LISTING

<160> NUMBER OF SEQ ID NOS: 166

<210> SEQ ID NO 1

<211> LENGTH: 1846

<212> TYPE: DNA

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 1

aattgaagga gggagtggcg gagtggccac caagtcaggce ggctgtcaac taaccaagga 60

tgggaacagt tcggctcgece ttgeccgagg gcagcegttce ctgatgggga cgaaccatgg 120

gactggggtc agctgctgta taaaagttca aatcgatgat ctctcagatg gegetgetgg 180

ggtgttctge gettttccat cctcegcaacc tggtatccca ctagtccage gtteggcacce 240

atgaagtcgt tcaccattgce cgccttggca gecctatggg cccaggaggce cgccgaccac 300

gcgaccttcee aggacctectg gattgatgga gtcgactacg gcetcgcaatg tgtccgectce 360

ccggcgteca actcccccgt caccaatgtt gegtccgacg atatccgatg caatgtcegge 420

acctcgaggce ccaccgtcaa gtgeceggtce aaggccggct ccacggtcac gatcgagatg 480

caccaggttc gcacgcctcet ctgegtagge cccccagcta ctatatggeca ctaacacgac 540

ctccagcaac ctggcgaccg gtcttgegece aacgaggcta tcggeggega ccactacgge 600

cccgtaatgg tgtacatgtc caaggtcgat gacgcggtga cagccgacgg ttcatcggge 660

tggttcaagg tgttccagga cagctgggcce aagaacccgt cgggttcgac gggcgacgac 720

gactactggg gcaccaagga cctcaactcg tgctgeggca agatgaacgt caagatcccc 780

gaagacatcg agccgggcga ctacctgctce cgegecgagg ttatcgeget gecacgtggec 840

gccagcetegg geggegcegca gttctacatg tcctgectacce agetgaccgt gacgggcetec 900

ggcagcgcca ccccctcgac cgtgaattte ccgggegect acteggecag cgacccggge 960

atcctgatca acatccacgce gecccatgteg acctacgtcg tccecgggecce gaccgtgtac 1020

gcgggegget cgaccaagtce ggctggcage tcctgecteeg getgecgagge gacctgcacyg 1080

gttggttceg geccccagege gacactgacg cagcccacct ccaccgegac cgcgacctec 1140

gccectggeg geggeggete cggctgcacg gecggccaagt accagcagtyg cggeggcacc 1200

ggctacactg ggtgcaccac ctgcgctgta agttcccteg tgatatgcag cggaacaccg 1260

tctggactgt tttgctaact cgecgtcgtag tecegggtcecta cctgcagege cgtctecgect 1320
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-continued
ccgtactact cgcagtgect ctaagcecggg agcegcttget cagcecgggctg ctgtgaagga 1380
gcteccatgte cccatgecge catggceccegga gtaccggget gagcgcccaa ttcecttgtata 1440
tagttgagtt ttcccaatca tgaatacata tgcatctgca tggactgttg cgtcgtcagt 1500
ctacatcctt tgctccactg aactgtgaga ccccatgtca tccggaccat tcegatceggtg 1560
ctcgctetac catctecggtt gatgggtcectg ggcttgagag tcactggcac gtceccteggeg 1620
gtaatgaaat gtggaggaaa gtgtgagctg tctgacgcac tcecggcgctga tgagacgttg 1680
agcgeggece acactggtgt tctgtaagec agcacacaaa agaatactcce aggatggcce 1740
atagcggcaa atatacagta tcagggatgc aaaaagtgca aaagtaaggg gctcaatcgg 1800
ggatcgaacc cgagacctcg cacatgactt atttcaagtce aggggt 1846

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

D NO 2
H: 326
PRT

<400> SEQUENCE: 2

Met Lys Ser
1

Ala Ala Ala
Tyr Gly Ser
35

Asn Val Ala

Thr Val Lys
65

His Gln Gln

Asp His Tyr

Val Thr Ala
115

Trp Ala Lys
130

Thr Lys Asp
145

Glu Asp Ile

Leu His Val

Tyr Gln Leu
195

Asn Phe Pro
210

Ile His Ala
225
Ala Gly Gly

Ala Thr Cys

Thr Ser Thr

Phe Thr Ile Ala Ala

5

His Ala Thr Phe Gln

20

Gln Cys Val Arg Leu

40

Ser Asp Asp Ile Arg

Cys Pro Val Lys Ala

70

Pro Gly Asp Arg Ser

85

Gly Pro Val Met Val

100

Asp Gly Ser Ser Gly

120

Asn Pro Ser Gly Ser

135

Leu Asn Ser Cys Cys
150

Glu Pro Gly Asp Tyr

165

Ala Ala Ser Ser Gly

180

Thr Val Thr Gly Ser

200

Gly Ala Tyr Ser Ala

215

Pro Met Ser Thr Tyr
230

Ser Thr Lys Ser Ala

245

Thr Val Gly Ser Gly

260

Ala Thr Ala Thr Ser

Leu

Asp

25

Pro

Cys

Gly

Cys

Tyr

105

Trp

Thr

Gly

Leu

Gly

185

Gly

Ser

Val

Gly

Pro
265

Ala

Ala

10

Leu

Ala

Asn

Ser

Ala

90

Met

Phe

Gly

Lys

Leu

170

Ala

Ser

Asp

Val

Ser
250

Ser

Pro

Ala

Trp

Ser

Val

Thr

75

Asn

Ser

Lys

Asp

Met

155

Arg

Gln

Ala

Pro

Pro
235
Ser

Ala

Gly

Leu Trp Ala

Ile Asp Gly
30

Asn Ser Pro
45

Gly Thr Ser

Val Thr Ile

Glu Ala Ile

Lys Val Asp
110

Val Phe Gln
125

Asp Asp Tyr
140

Asn Val Lys

Ala Glu Val

Phe Tyr Met
190

Thr Pro Ser
205

Gly Ile Leu
220

Gly Pro Thr

Cys Ser Gly

Thr Leu Thr

270

Gly Gly Gly

Gln Glu
15

Val Asp

Val Thr

Arg Pro

Glu Met
80

Gly Gly
95

Asp Ala

Asp Ser

Trp Gly

Ile Pro
160

Ile Ala
175

Ser Cys

Thr Val

Ile Asn

Val Tyr
240

Cys Glu
255

Gln Pro

Ser Gly
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124

275

Cys Thr Ala
290

Cys Thr Thr
305

Tyr Tyr Ser

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

280

Ala Lys Tyr Gln Gln Cys Gly Gly

295

Cys Ala Ser Gly Ser Thr Cys Ser
310

Gln Cys Leu

325
D NO 3
H: 880

DNA

<400> SEQUENCE: 3

acccecgggat
cctetecgec
catcggegge
gatccagtac
ctgcaacgge
ggcegtetygyg
cceceggegac
gggectgtgg
cctecagtygyg
cgagetgete
ggtcegtetee
ctacgegece
ctgtggaaat

acaccccgcece

gctacgaggg

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

cactgecect
ctegetettyg
aaaacctatc
cagtggeeeg
ggcacctegyg
aagcagtgga
ttctegtegt
ggcaacaacc
agcaacccga
geecctgcace
ggcagcegget
cagaacgacc
cttgctgacy
cggeggecca
gaaggcatct
D NO 4

H: 239
PRT

<400> SEQUENCE: 4

Met Arg Phe
1

Gly His Gly

Gly Tyr Glu
35

Gln Trp Pro
50

Arg Cys Asn
65
Gly Glu Asn

Pro Val Met

His Gly Asp

aggaaccagc
cgecegettgt
ceggctacga
actacaaccc
cagagctcag
cccaccagea
gecacggcega
tcaactcgaa
tcceccaagaa
aggccaacac
cegeectgec
ccggcatcac
atgggctagg
gtctggtety

gttegeatga

Asp Ala Leu Ser Ala

5

Ala Val Thr Ser Tyr

20

Gly Phe Ser Pro Ala

40

Asp Tyr Asn Pro Thr

55

Gly Gly Thr Ser Ala

70

Val Thr Ala Val Trp

85

Val Trp Met Phe Lys

100

Gly Lys Gly Trp Phe

315

acacctcggt

ggctggccac

gggetteteyg

gaccctgage

cgegecegte

aggcceegte

cggcaagggc

caactgggge

cctegegeeyg

gecgecagtte

ccegtecgac

cgtgagtggg

ttgacatcta

gettegagtt

gcgtgggtac

Leu

Ile

25

Ser

Leu

Glu

Lys

Cys

105

Lys

Ala

Ile

Ser

Ser

Leu

Gln

90

Pro

Ile

Leu

Gly

Pro

Val

Ser

75

Trp

Gly

Asp

285

Thr Gly Tyr
300

Ala Val Ser

ccaatcatge
ggcgeegtga
cctgectega
gtgaccgacce
caggccggeg
atggtctgga
tggttcaaga
accgcgateg
ggcaactacc
tacgccgagt
tacctctaca
ctteegttee

caacggcggyg

ttaggcgcat

Ala Pro Leu

Gly Lys Thr
30

Pro Thr Ile
45

Thr Asp Pro
60

Ala Pro Val

Thr His Gln

Asp Phe Ser

110

Gln Leu Gly

Thr Gly

Pro Pro
320

ggttcgacge
ccagctacat
gecegecgac
cgaagatgeg
agaacgtgac
tgttcaagty
tcgaccaget
tctacaagac
tcatcecgeca
gegeccaget
gecatcccegt
geggegaget
cttacctect

tgagtcgggg

Val Ala

Tyr Pro

Gln Tyr

Lys Met

Gln Ala
80

Gln Gly
95

Ser Ser

Leu Trp

60

120

180

240

300

360

420

480

540

600

660

720

780

840

880
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125

-continued

126

115 120 125

Gly Asn Asn Leu Asn Ser Asn Asn Trp Gly Thr Ala Ile Val Tyr Lys
130 135 140

Thr Leu Gln Trp Ser Asn Pro Ile Pro Lys Asn Leu Ala Pro Gly Asn
145 150 155 160

Tyr Leu Ile Arg His Glu Leu Leu Ala Leu His Gln Ala Asn Thr Pro
165 170 175

Gln Phe Tyr Ala Glu Cys Ala Gln Leu Val Val Ser Gly Ser Gly Ser
180 185 190

Ala Leu Pro Pro Ser Asp Tyr Leu Tyr Ser Ile Pro Val Tyr Ala Pro
195 200 205

Gln Asn Asp Pro Gly Ile Thr Val Asp Ile Tyr Asn Gly Gly Leu Thr
210 215 220

Ser Tyr Thr Pro Pro Gly Gly Pro Val Trp Ser Gly Phe Glu Phe
225 230 235

<210> SEQ ID NO 5

<211> LENGTH: 1000

<212> TYPE: DNA

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 5

ctectgttee tgggecacceg cttgttgect geactattgg tagagttggt ctattgetag
agttggccat gettetcaca tcagtecteg geteggetge cetgettget ageggegetyg
cggcacacgg cgcegtgace agctacatca tegecggcaa gaattacceyg gggtgggtag
ctgattattyg agggegcatt caaggttcat accggtgtge atggetgaca accggetgge
agataccaag gcttttectee tgcgaacteyg cecgaacgtca tccaatggea atggecatgac
tacaaccceg tettgtegtyg cagegacteg aagetteget gecaacggegyg cacgteggece
accctgaacyg ccacggecge accgggegac accatcaceg ccatctggge gcagtggacyg
cacagccagg gccccatect ggtgtggatyg tacaagtgece cgggetectt cagetectgt
gacggcteeyg gegetggetyg gttcaagate gacgaggeceyg gettecacgg cgacggegte
aaggtcttee tegacaccga gaaccegtee ggetgggaca tegecaaget cgteggegge
aacaagcagt ggagcagcaa ggtcccegag ggectegece ceggcaacta cctegteege
cacgagttga tcgeecctgca ccaggccaac aacccgcagt tctacccegga gtgegeccag
gtegtcateca ceggcteegyg caccgegcag ccggatgect catacaagge ggetatccece
ggctactgeca accagaatga cccgaacatce aaggtgagat ccaggegtaa tgcagtctac
tgctggaaag aaagtggtcece aagctaaacc gegctccagyg tgcccatcaa cgaccactece
atccctcaga cctacaagat tcceggecct ceegtettea agggcaccege cagcaagaag
geeegggact tcaccgectyg aagttgttga atcgatggag

<210> SEQ ID NO 6

<211> LENGTH: 258

<212> TYPE: PRT

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 6

Met Leu Leu Thr Ser Val Leu Gly Ser Ala Ala Leu Leu Ala Ser Gly
1 5 10 15

Ala Ala Ala His Gly Ala Val Thr Ser Tyr Ile Ile Ala Gly Lys Asn
20 25 30

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1000
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128

Tyr Pro Gly
Gln Trp Gln
50

Lys Leu Arg
65

Ala Pro Gly

Gln Gly Pro

Ser Cys Asp

115

Phe His Gly
130

Gly Trp Asp
145

Lys Val Pro

Leu Ile Ala

Ala Gln Val

195

Tyr Lys Ala
210

Lys Val Pro
225

Gly Pro Pro

Thr Ala

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

Tyr Gln Gly Phe Ser

40

Trp His Asp Tyr Asn

55

Cys Asn Gly Gly Thr

70

Asp Thr Ile Thr Ala

85

Ile Leu Val Trp Met

100

Gly Ser Gly Ala Gly

120

Asp Gly Val Lys Val

135

Ile Ala Lys Leu Val
150

Glu Gly Leu Ala Pro

165

Leu His Gln Ala Asn

180

Val Ile Thr Gly Ser

200

Ala Ile Pro Gly Tyr

215

Ile Asn Asp His Ser
230

Val Phe Lys Gly Thr

245
D NO 7
H: 681

DNA

<400> SEQUENCE: 7

atgctegeaa

acctggecac

caggacaacg

cegteccegy

aaccccgacyg

gaggacatca

cctacetttyg

atcccecegt

gtcgeccaga

dgcggeggcea

gacccgggcea

ceggeegtet

<210> SEQ I
<211> LENGT.

acggtgecat

gggttaacga

gctacgtegyg

ccccateegt

tctaccacce

actcgtggaa

gegetcaget

gcatcaagte

gegtaggegg

gcaccgagcece

ttctgatcaa

tcagctgetyg

D NO 8
H: 226

cgtettectyg

cggegecgac

ggatgtcacyg

cctcaacacce

cgggcctgtg

cggcgacggc

cacatggcce

cggctactac

agcgcagtte

gccgaacaag

catctactac

Pro

Pro

Ser

Ile

Tyr

105

Trp

Phe

Gly

Gly

Asn

185

Gly

Cys

Ile

Ala

Ala

Val

Ala

Trp

90

Lys

Phe

Leu

Gly

Asn

170

Pro

Thr

Asn

Pro

Ser
250

Asn

Leu

Thr

75

Ala

Cys

Lys

Asp

Asn

155

Tyr

Gln

Ala

Gln

Gln

235

Lys

geegeegece

tggcaacagg

tcgecacaga

acggcegget

cagttttaca

geegtgtggt

agcacgggca

ctectecggy

tacatctcat

gtggccttee

cctgttecca

Ser Pro Asn
45

Ser Cys Ser
60

Leu Asn Ala

Gln Trp Thr

Pro Gly Ser

110

Ile Asp Glu
125

Thr Glu Asn
140

Lys Gln Trp

Leu Val Arg

Phe Tyr Pro
190

Gln Pro Asp
205

Asn Asp Pro
220

Thr Tyr Lys

Lys Ala Arg

tcggegteag
tccegtaagge
tecegetgttt
cgaccgtgac
tggccegegt
tcaaggtgta
agagctegtt
cggagcaaat
gegeccaget
ccggegetta

cgtectacca

Val Ile

Asp Ser

Thr Ala
80

His Ser
95

Phe Ser

Ala Gly

Pro Ser

Ser Ser

160

His Glu
175

Glu Cys

Ala Ser

Asn Ile

Ile Pro
240

Asp Phe
255

tggccactac
ggacaactgg
ccaggcgace
ctactgggee
gecegatgge
cgaggaccat
cgeggttece
cggectgeac
cagcgtcace
cagtgcgacyg

gaacceegge

60

120

180

240

300

360

420

480

540

600

660

681
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130

<212> TYPE:
<213> ORGAN

PRT

ISM: Thielavia terrestris

<400> SEQUENCE: 8

Met Leu Ala
1

Ser Gly His

Gln Val Arg

Val Thr Ser

50

Pro Ser Val
65

Asn Pro Asp

Val Pro Asp

Trp Phe Lys

115

Trp Pro Ser
130

Ile Lys Ser
145

Val Ala Gln

Leu Ser Val

Phe Pro Gly

195

Tyr Tyr Pro
210

Ser Cys
225

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

Asn Gly Ala Ile Val

Tyr Thr Trp Pro Arg

20

Lys Ala Asp Asn Trp

Pro Gln Ile Arg Cys

55

Leu Asn Thr Thr Ala

70

Val Tyr His Pro Gly

85

Gly Glu Asp Ile Asn

100

Val Tyr Glu Asp His

120

Thr Gly Lys Ser Ser

135

Gly Tyr Tyr Leu Leu
150

Ser Val Gly Gly Ala

165

Thr Gly Gly Gly Ser

180

Ala Tyr Ser Ala Thr

200

Val Pro Thr Ser Tyr

D NO 9
H: 960
DNA

<400> SEQUENCE: 9

atgaagggac

tacatcttcce

aagaacacca

gteggegece

ttcacccttyg

c¢cgggcegegy

ccgactttea

atcccgacct

aaccecetgge

dgcggeggcea

gacceggget

ttttcagtge

agcaactcte

attataacag

agggtgcetgg

acaccectgt

cgtcagacta

acgccgacgg

gecattcccga

cggcgggcat

acggcaaccc

acacggtgaa

215

cgecegeecte

catcaacggyg

tccegttace

gacagacacc

ttaccaccag

cgatggcage

cacggccace

cggcgactat

ccegecagtte

tggcccgacy

catctacacg

Phe

Val

25

Gln

Phe

Gly

Pro

Ser

105

Pro

Phe

Arg

Gln

Thr

185

Asp

Gln

Leu

10

Asn

Asp

Gln

Ser

Val

90

Trp

Thr

Ala

Ala

Phe

170

Glu

Pro

Asn

Ala

Asp

Asn

Ala

Thr

75

Gln

Asn

Phe

Val

Glu

155

Tyr

Pro

Gly

Pro

tcecectggeey

aaccagttte

gatctcacgt

gtcacggtga

gggceccatcet

ggeggetggt

tgggacatgg

ctgctecgea

tacatctcct

geccteatee

aacttccaca

Ala Ala Leu
Gly Ala Asp
30

Gly Tyr Val
45

Thr Pro Ser
60

Val Thr Tyr

Phe Tyr Met

Gly Asp Gly

110

Gly Ala Gln
125

Pro Ile Pro
140

Gln Ile Gly

Ile Ser Cys

Pro Asn Lys
190

Ile Leu Ile
205

Gly Pro Ala
220

tcggecagge

cggtgtacca
ccgacgatet
aggccggega
ccatctacat
tcaagatcaa
ccggetceata
tccagteget
gegeccagat
ceggegectt

actacacggt

Gly Val
15

Trp Gln

Gly Asp

Pro Ala

Trp Ala
80

Ala Arg
95

Ala Val

Leu Thr

Pro Cys

Leu His
160

Ala Gln
175

Val Ala

Asn Ile

Val Phe

ttcggeccat
atatattcge
tcggtgcaat
ccagttcace
gtccaaggece
ggactggggce
cacctacaac
ggccatccac
caccgtgace
caaggacacc

tcceggeccey

60

120

180

240

300

360

420

480

540

600

660
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132

-continued
gaggtcttca gctgcaacgg cggcggctceg aacccgccce cgecggtgag tagcagcacg 720
cececgegacca cgacgetggt cacgtcgacg cgcaccacgt cctccacgtce cteegectceg 780
acgceggect cgaccggegg ctgcaccgte gccaagtggg gccagtgcegg cggcaacggg 840
tacaccggcet gcacgacctg cgeggcceggg tccacctgca gcaagcagaa cgactactac 900
tcgcagtget tgtaagggag gccgcaaagce atgaggtgtt tgaagaggag gagaggggtce 960

<210> SEQ I
<211> LENGT.
<212> TYPE:
<213> ORGAN

D NO 10
H: 304
PRT

ISM: Thielavia terrestris

<400> SEQUENCE: 10

Met Lys Gly
1

Ala Ser Ala
Phe Pro Val
35

Val Thr Asp
50

Gly Ala Gly
65

Phe Thr Leu

Met Ser Lys

Trp Phe Lys

115

Ala Thr Trp
130

Ile Pro Asp
145

Asn Pro Trp

Ile Thr Val

Ile Pro Gly

195

Tyr Thr Asn
210

Cys Asn Gly
225

Pro Ala Thr

Ser Ser Ala

Trp Gly Gln
275

Ala Gly Ser
290

<210> SEQ I
<211> LENGT.

Leu Phe Ser Ala Ala

His Tyr Ile Phe Gln

20

Tyr Gln Tyr Ile Arg

40

Leu Thr Ser Asp Asp

55

Thr Asp Thr Val Thr

70

Asp Thr Pro Val Tyr

85

Ala Pro Gly Ala Ala

100

Ile Lys Asp Trp Gly

120

Asp Met Ala Gly Ser

135

Gly Asp Tyr Leu Leu
150

Pro Ala Gly Ile Pro

165

Thr Gly Gly Gly Asn

180

Ala Phe Lys Asp Thr

200

Phe His Asn Tyr Thr

215

Gly Gly Ser Asn Pro
230

Thr Thr Leu Val Thr

245

Ser Thr Pro Ala Ser

260

Cys Gly Gly Asn Gly

280

Thr Cys Ser Lys Gln

D NO 11
H: 954

295

Ala

Gln

25

Lys

Leu

Val

His

Ser

105

Pro

Tyr

Arg

Gln

Gly

185

Asp

Val

Pro

Ser
Thr
265

Tyr

Asn

Leu

10

Leu

Asn

Arg

Lys

Gln

90

Asp

Thr

Thr

Ile

Phe

170

Asn

Pro

Pro

Pro

Thr
250
Gly

Thr

Asp

Ser

Ser

Thr

Cys

Ala

75

Gly

Tyr

Phe

Tyr

Gln

155

Tyr

Pro

Gly

Gly

Pro

235

Arg

Gly

Gly

Tyr

Leu Ala Val
Ile Asn Gly
30

Asn Tyr Asn
45

Asn Val Gly
60

Gly Asp Gln

Pro Ile Ser

Asp Gly Ser

110

Asn Ala Asp
125

Asn Ile Pro
140

Ser Leu Ala

Ile Ser Cys

Gly Pro Thr

190

Tyr Thr Val
205

Pro Glu Val
220

Val Ser Ser

Thr Thr Ser
Cys Thr Val
270

Cys Thr Thr
285

Tyr Ser Gln
300

Gly Gln

15

Asn Gln

Ser Pro

Ala Gln

Phe Thr

80

Ile Tyr

Gly Gly

Gly Thr

Thr Cys

Ile His

160

Ala Gln
175

Ala Leu

Asn Ile

Phe Ser

Ser Thr

240
Ser Thr
255
Ala Lys

Cys Ala

Cys Leu
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133 134

-continued
<212> TYPE: DNA
<213> ORGANISM: Thielavia terrestris
<400> SEQUENCE: 11
atgaagggcece tcagectect cgecegetgeyg teggcagega ctgctcatac catcttegtyg 60
cagetegagt cagggggaac gacctatccyg gtatcctacyg gecatcceggga cectagetac 120
gacggtcceca tcaccgacgt cacctccgac tcactggett geaatggtee cecgaaccec 180
acgacgccegt cccegtacat catcaacgte accgceggea ccacggtege ggegatetgg 240
aggcacacce tcacatcegg ccccgacgat gtcatggacyg ccagecacaa ggggecgace 300
ctggectace tcaagaaggt cgatgatgece ttgaccgaca cgggtategyg cggeggctgg 360
ttcaagatce aggaggccgg ttacgacaat ggcaattggg ctaccagcac ggtgatcace 420
aacggtgget tccaatatat tgacatcccce gectgcatte ccaacggeca gtatctgete 480
cgegecgaga tgategeget ccacgeegee agcacgcagg gtggtgccca getctacatg 540
gagtgcgege agatcaacgt ggtgggcgge tccggcageyg ccagccecgea gacgtacage 600
atccegggea tctaccagge aaccgaccceg ggectgetga tcaacatcta ctecatgacyg 660
cegtecagee agtacaccat tcegggtecyg ceectgttea cetgecagegyg cageggcaac 720
aacggeggeyg gcagcaacce gtegggeggg cagaccacga cggcgaagece cacgacgacyg 780
acggcggcega cgaccaccte ctecegeeget cctaccagea gecagggggy cagecageggt 840
tgcaccgtte cccagtggca gcagtgeggt ggcatctegt tcaccggetyg caccacctge 900
geggeggget acacctgcaa gtatctgaac gactattact cgcaatgeca gtaa 954

<210> SEQ ID NO 12

<211> LENGTH: 317

<212> TYPE: PRT

<213> ORGANISM: Thielavia terrestris
<400> SEQUENCE: 12

Met Lys Gly Leu Ser Leu Leu Ala Ala Ala Ser Ala Ala Thr Ala His
1 5 10 15

Thr Ile Phe Val Gln Leu Glu Ser Gly Gly Thr Thr Tyr Pro Val Ser
Tyr Gly Ile Arg Asp Pro Ser Tyr Asp Gly Pro Ile Thr Asp Val Thr
35 40 45

Ser Asp Ser Leu Ala Cys Asn Gly Pro Pro Asn Pro Thr Thr Pro Ser
50 55 60

Pro Tyr Ile Ile Asn Val Thr Ala Gly Thr Thr Val Ala Ala Ile Trp
65 70 75 80

Arg His Thr Leu Thr Ser Gly Pro Asp Asp Val Met Asp Ala Ser His
85 90 95

Lys Gly Pro Thr Leu Ala Tyr Leu Lys Lys Val Asp Asp Ala Leu Thr
100 105 110

Asp Thr Gly Ile Gly Gly Gly Trp Phe Lys Ile Gln Glu Ala Gly Tyr
115 120 125

Asp Asn Gly Asn Trp Ala Thr Ser Thr Val Ile Thr Asn Gly Gly Phe
130 135 140

Gln Tyr Ile Asp Ile Pro Ala Cys Ile Pro Asn Gly Gln Tyr Leu Leu
145 150 155 160

Arg Ala Glu Met Ile Ala Leu His Ala Ala Ser Thr Gln Gly Gly Ala
165 170 175

Gln Leu Tyr Met Glu Cys Ala Gln Ile Asn Val Val Gly Gly Ser Gly
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136

-continued
180 185 190

Ser Ala Ser Pro Gln Thr Tyr Ser Ile Pro Gly Ile Tyr Gln Ala Thr

195 200 205
Asp Pro Gly Leu Leu Ile Asn Ile Tyr Ser Met Thr Pro Ser Ser Gln

210 215 220
Tyr Thr Ile Pro Gly Pro Pro Leu Phe Thr Cys Ser Gly Ser Gly Asn
225 230 235 240
Asn Gly Gly Gly Ser Asn Pro Ser Gly Gly Gln Thr Thr Thr Ala Lys
245 250 255
Pro Thr Thr Thr Thr Ala Ala Thr Thr Thr Ser Ser Ala Ala Pro Thr
260 265 270

Ser Ser Gln Gly Gly Ser Ser Gly Cys Thr Val Pro Gln Trp Gln Gln

275 280 285
Cys Gly Gly Ile Ser Phe Thr Gly Cys Thr Thr Cys Ala Ala Gly Tyr

290 295 300

Thr Cys Lys Tyr Leu Asn Asp Tyr Tyr Ser Gln Cys Gln
305 310 315
<210> SEQ ID NO 13
<211> LENGTH: 799
<212> TYPE: DNA
<213> ORGANISM: Thermoascus aurantiacus
<400> SEQUENCE: 13
atgtcctttt ccaagataat tgctactgec ggegttettyg cctetgette tctagtgget 60
ggccatgget tegttcagaa catcgtgatt gatggtaaaa agtatgtcat tgcaagacgce 120
acataagcgg caacagctga caatcgacag ttatggeggyg tatctagtga accagtatce 180
atacatgtcce aatcctceccag aggtcatcge ctggtctact acggcaactyg atcttggatt 240
tgtggacggt actggatacc aaaccccaga tatcatctge cataggggeyg ccaagectgg 300
agccctgact gctcecagtcet ctccaggagg aactgttgag cttcaatgga ctccatggece 360
tgattctcac catggcccag ttatcaacta ccttgcteeg tgcaatggtyg attgttccac 420
tgtggataag acccaattag aattcttcaa aattgccgag agcggtctca tcaatgatga 480
caatcctect gggatctggg cttcagacaa tctgatageca gccaacaaca gctggactgt 540
caccattcca accacaattg cacctggaaa ctatgttctyg aggcatgaga ttattgctct 600
tcactcaget cagaaccagg atggtgecca gaactatccee cagtgcatca atctgcaggt 660
cactggaggt ggttctgata accctgetgg aactcttgga acggcactct accacgatac 720
cgatcctgga attctgatca acatctatca gaaactttece agctatatca tccctggtcee 780
tcetetgtat actggttaa 799
<210> SEQ ID NO 14
<211> LENGTH: 249
<212> TYPE: PRT
<213> ORGANISM: Thermoascus aurantiacus

<400> SEQUENCE: 14

Met Ser Phe
1

Ser Leu Val

Lys Tyr Tyr
35

Ser Lys Ile Ile

5

Ala Gly His Gly

20

Gly Gly Tyr Leu

40

25

10

30

45

Ala Thr Ala Gly Val Leu Ala Ser Ala

15

Phe Val Gln Asn Ile Val Ile Asp Gly

Val Asn Gln Tyr Pro Tyr Met Ser Asn
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138

Pro Pro Glu
50

Val Asp Gly
65

Ala Lys Pro

Glu Leu Gln

Asn Tyr Leu

115

Gln Leu Glu
130

Asn Pro Pro
145

Ser Trp Thr

Leu Arg His

Ala Gln Asn

195

Ser Asp Asn
210

Asp Pro Gly
225

Ile Pro Gly

<210> SEQ I
<211> LENGT.
<212> TYPE:

Val Ile Ala Trp Ser

Thr Gly Tyr Gln Thr

70

Gly Ala Leu Thr Ala

85

Trp Thr Pro Trp Pro

100

Ala Pro Cys Asn Gly

120

Phe Phe Lys Ile Ala

135

Gly Ile Trp Ala Ser
150

Val Thr Ile Pro Thr

165

Glu Ile Ile Ala Leu

180

Tyr Pro Gln Cys Ile

200

Pro Ala Gly Thr Leu

215

Ile Leu Ile Asn Ile
230

Pro Pro Leu Tyr Thr

245
D NO 15
H: 1172

DNA

<213> ORGANISM: Trichoderma rees

<400> SEQUENCE: 15

ggatctaage

cgggagcgtt

gggtttcatt

tggctggtac

cgacattgte

cagcaacatc

tacctacgtyg

ggtcaagatt

gatcaaccag

tgtctteege

ctatccteag

aactcctgea

aacaatcacg

cggtgttggc

gactgatggg

acgcatggtyg

cccategata

ctcggecatg

ctcgattact

gccgaggace

tgtcacaaga

gtcttccaat

getgagtgcea

caggaggccyg

ggcaacaagt

catgaacttc

tgcgtgaaca

actcagctcet

agctacacca

gttegtgaag

cgtgactgag

atcattgttt

tgaagtcctyg

gacaagtcca

actatcagaa

tagacctggyg

acgcggeccec

ggggeectgg

geggatcegtg

gcatcaacta

ggactgtgaa

ttgctgececa

tcgecgteac

acaagcccac

tcecetggece

tcggagetgt

tgtatatatt

atccctgtag

Thr

Pro

Pro

Asp

105

Asp

Glu

Asp

Thr

His

185

Asn

Gly

Tyr

Gly

ei

Thr

Asp

Val

90

Ser

Cys

Ser

Asn

Ile

170

Ser

Leu

Thr

Gln

Ala

Ile

75

Ser

His

Ser

Gly

Leu

155

Ala

Ala

Gln

Ala

Lys
235

cgccattett

aaacttcacg

gcagaatact

cttcatctcee

aggtgccatt

cgtetggect

cacgaccgtyg

taacacccaa

gatccegteg

tggtgectet

aggctcgggc

tgaccctgge

agcectgtygyg

tgacaaggat

tttgatgacc

tatattgtct

Thr Asp Leu
60

Ile Cys His

Pro Gly Gly

His Gly Pro

110

Thr Val Asp
125

Leu Ile Asn
140

Ile Ala Ala

Pro Gly Asn

Gln Asn Gln
190

Val Thr Gly
205

Leu Tyr His
220

Leu Ser Ser

gcagcecttyg
atcaatggac
ggtcacttce
cctgaccaat
tctgccacty
cacccctacy
aacaagaaca
gtctgggege
agcctcagge
agtgcgaacyg
acgaaagcge
atcttgttca
caaggctaga
atctgatgat
aaattgtata

ccaggetget

Gly Phe
Arg Gly
80

Thr Val
95

Val Ile

Lys Thr

Asp Asp

Asn Asn

160

Tyr Val
175

Asp Gly

Gly Gly

Asp Thr

Tyr Ile
240

getgtettge
aatacaatca
ccaacgttyge
acaccacgcec
cagcggecgg
gtcecategt
acctgegetyg
agcaggatct
ccggaaacta
gcatgcagaa
tcecectgeegy
acccttacac
tccaggggta
gaacggagag
cgaaatccga

aagagcccac

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960
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140

cgggtgtatt acggcaacaa
atgtatatgt gaagaggcat
atatagtact tgaacgtgct
acactacatyg taaaaaaaaa
<210> SEQ ID NO 16

<211> LENGTH: 249
<212> TYPE: PRT

agtcaggaat

cggetggeat

actggaacgg

aaaaaaaaaa

<213> ORGANISM: Trichoderma rees

<400> SEQUENCE: 16

Met Lys Ser Cys Ala Ile Leu Ala

1 5

Val Leu Gly His Gly Gln Val Gln

20

Asn Gln Gly Phe Ile Leu Asp Tyr

35

40

His Phe Pro Asn Val Ala Gly Trp

50

55

Phe Ile Ser Pro Asp Gln Tyr Thr

65 70

Asn Ala Ala Pro Gly Ala Ile Ser

85

Ile Val Phe Gln Trp Gly Pro Gly

100

Ile Val Thr Tyr Val Val Glu Cys

115

120

Lys Asn Asn Leu Arg Trp Val Lys

130

135

Asn Thr Gln Val Trp Ala Gln Gln
145 150

Trp Thr Val Lys Ile Pro Ser Ser

165

Arg His Glu Leu Leu Ala Ala His

180

Gln Asn Tyr Pro Gln Cys Val Asn

195

200

Lys Ala Leu Pro Ala Gly Thr Pro

210

215

Asp Pro Gly Ile Leu Phe Asn Pro
225 230

Ile Pro Gly Pro Ala Leu Trp Gln

245

<210> SEQ ID NO 17
<211> LENGTH: 924
<212> TYPE: DNA

ttgggtggca

gggcattace

atcataagca

aa

ei

Ala

Asn

25

Tyr

Tyr

Thr

Ala

Val

105

Ser

Ile

Asp

Leu

Gly

185

Ile

Ala

Tyr

Gly

Leu

10

Phe

Tyr

Ala

Pro

Thr

90

Trp

Gly

Gln

Leu

Arg

170

Ala

Ala

Thr

Thr

Gly

Thr

Gln

Glu

Asp

75

Ala

Pro

Ser

Glu

Ile

155

Pro

Ser

Val

Gln

Thr
235

<213> ORGANISM: Myceliophthora thermophila

<400> SEQUENCE: 17

atgaagttca cctegteect

tcgacccteg aacccaacac

tagtagccge tgacaacgac

tggcgagtgg gaggtggtcece

cgctgtectyg

cceecteccee

tagatacctt

gecatgaccga

geegetgecy

ccttttetec

ccctagggec

gaaccattac

atgaacgcag
agatataggce

agtcatcaac

Cys Leu Ala
Ile Asn Gly
30

Lys Gln Asn
45

Asp Leu Asp
60

Ile Val Cys

Ala Ala Gly

His Pro Tyr

110

Cys Thr Thr
125

Ala Gly Ile
140

Asn Gln Gly

Gly Asn Tyr

Ser Ala Asn

190

Thr Gly Ser
205

Leu Tyr Lys
220

Ile Thr Ser

gegeccagge
tccatctect
ggcactggtyg

tcgcacggece

gtctccatga
cctgtgaaac

atgtgaaaaa

Gly Ser
15

Gln Tyr

Thr Gly

Leu Gly

His Lys
80

Ser Asn
95

Gly Pro

Val Asn

Asn Tyr

Asn Lys
160

Val Phe
175

Gly Met

Gly Thr

Pro Thr

Tyr Thr
240

tcactgttag
cggecteact
getegetete

cggtcaccga

1020

1080

1140

1172

60

120

180

240



141

US 9,404,137 B2

142

-continued
tgtcaccagce cccgagatga cctgctatca gteeggegtyg cagggtgege cccagaccgt 300
ccaggtcaag gcgggetcce aattcacctt cagegtggat cectegateg gccaccccegg 360
ccctetecag ttctacatgg ctaaggtgec gtegggecag acggccgeca cctttgacgg 420
cacgggagcece gtgtggttca agatctacca agacggcceg aacggcecteyg gcaccgacag 480
cattacctgg cccagcgecg gttegtgact tcectceccccac tegetttttt ttttttattt 540
tttatttttt tttctttecgg aactcaagaa tctttctete tectcteccegt ctttggectt 600
gaacaacact aaaactcttc cttactgtat taattaggca aaaccgaggt ctcggtcacce 660
atcceccaget gcatcgatga tggcgagtac ctgctceceggyg tegagcacat cgcegetccac 720
agcgecagcea gegtgggegg cgctcagtte tacattgect gegeccaget ctecegtcace 780
ggeggeteeyg gcaccctcaa cacgggeteg ctegtetece tgccceggege ctacaaggec 840
accgacccegg gcatcectett ccagetctac tggeccatee cgaccgagta catcaaccce 900
ggceceggecece cegtetettg ctaa 924

<210> SEQ I
<211> LENGT.
<212> TYPE:
<213> ORGAN

D NO 18
H: 232
PRT

ISM: Myceliophthora thermophila

<400> SEQUENCE: 18

Met Lys Phe
1

Ala His Tyr
Glu Trp Glu
35

Val Thr Asp
50

Gln Gly Ala
65

Phe Ser Val

Met Ala Lys

Gly Ala Val

115

Thr Asp Ser
130

Thr Ile Pro
145

His Ile Ala

Ile Ala Cys

Thr Gly Ser
195

Gly Ile Leu
210

Pro Gly Pro
225

Thr Ser Ser Leu Ala

Thr Phe Pro Arg Ala

20

Val Val Arg Met Thr

40

Val Thr Ser Pro Glu

55

Pro Gln Thr Val Gln

70

Asp Pro Ser Ile Gly

85

Val Pro Ser Gly Gln

100

Trp Phe Lys Ile Tyr

120

Ile Thr Trp Pro Ser

135

Ser Cys Ile Asp Asp
150

Leu His Ser Ala Ser

165

Ala Gln Leu Ser Val

180

Leu Val Ser Leu Pro

200

Phe Gln Leu Tyr Trp

215

Ala Pro Val Ser Cys
230

Val

Gly

Glu

Met

Val

His

Thr

105

Gln

Ala

Gly

Ser

Thr
185

Gly

Pro

Leu

10

Thr

Asn

Thr

Lys

Pro

90

Ala

Asp

Gly

Glu

Val

170

Gly

Ala

Ile

Ala

Gly

His

Cys

Ala

75

Gly

Ala

Gly

Lys

Tyr

155

Gly

Gly

Tyr

Pro

Ala Ala Gly
Gly Ser Leu
30

Tyr Ser His
45

Tyr Gln Ser
60

Gly Ser Gln

Pro Leu Gln

Thr Phe Asp

110

Pro Asn Gly
125

Thr Glu Val
140

Leu Leu Arg

Gly Ala Gln

Ser Gly Thr
190

Lys Ala Thr
205

Thr Glu Tyr
220

Ala Gln
15

Ser Gly

Gly Pro

Gly Val

Phe Thr

80

Phe Tyr
95

Gly Thr

Leu Gly

Ser Val

Val Glu

160
Phe Tyr
175
Leu Asn

Asp Pro

Ile Asn
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<210> SEQ ID NO 19
<211> LENGTH: 854
<212> TYPE: DNA
<213> ORGANISM: Myceliophthora thermophila
<400> SEQUENCE: 19
atgaaggcce tctetetect tgeggetgee teggeagtet ctgegeatac catcttegte 60
cagctegaag cagacggcac gaggtacceg gtetegtacg ggatceggga cccaagctac 120
gacggcccca tcaccgacgt cacatccaac gacgttgett geaacggegyg gecgaacceg 180
acgacccect ccagegacgt catcaccgte accgegggea ccacggtcaa ggcecatcetgg 240
aggcacaccce tccaatcegg cccggacgat gtcatggacg ccagccacaa gggceccgace 300
ctggectace tcaagaaggt cggegatgece accaaggact cgggegtegg cggtggetgg 360
ttcaagattc aggaggacgg ctacaacaac ggccagtggg gcaccagcac cgttatctece 420
aacggcggeyg agcactacat gtgagecatt cctecgagag aagaccaaga ctcettgacga 480
tctegetgac cegtgcaaca agtgacatce cggectgeat cecegagggt cagtacctece 540
tcegegecga gatgategece ctecacgegg cegggtecee cggeggtgee cagcetctacg 600
taagcctetyg cectteccee cttectettyg atcgaategg actgcccace ccectttteg 660
actccgacta acaccgttge cagatggaat gtgcccagat caacatcgte ggeggcetceceg 720
geteggtgee cagctcgace gtcagettee ceggegegta cagecccaac gaccegggte 780
tcctcatcaa catctattee atgtegeect cgagetegta caccatcecg ggecegecceg 840
tcttcaagtg ctag 854

<210> SEQ ID NO 20

<211> LENGTH: 235

<212> TYPE: PRT

<213> ORGANISM: Myceliophthora thermophila
<400> SEQUENCE: 20

Met Lys Ala Leu Ser Leu Leu Ala Ala Ala Ser Ala Val Ser Ala His
1 5 10 15

Thr Ile Phe Val Gln Leu Glu Ala Asp Gly Thr Arg Tyr Pro Val Ser
Tyr Gly Ile Arg Asp Pro Ser Tyr Asp Gly Pro Ile Thr Asp Val Thr
35 40 45

Ser Asn Asp Val Ala Cys Asn Gly Gly Pro Asn Pro Thr Thr Pro Ser
50 55 60

Ser Asp Val Ile Thr Val Thr Ala Gly Thr Thr Val Lys Ala Ile Trp

Arg His Thr Leu Gln Ser Gly Pro Asp Asp Val Met Asp Ala Ser His
85 90 95

Lys Gly Pro Thr Leu Ala Tyr Leu Lys Lys Val Gly Asp Ala Thr Lys
100 105 110

Asp Ser Gly Val Gly Gly Gly Trp Phe Lys Ile Gln Glu Asp Gly Tyr
115 120 125

Asn Asn Gly Gln Trp Gly Thr Ser Thr Val Ile Ser Asn Gly Gly Glu
130 135 140

His Tyr Ile Asp Ile Pro Ala Cys Ile Pro Glu Gly Gln Tyr Leu Leu
145 150 155 160

Arg Ala Glu Met Ile Ala Leu His Ala Ala Gly Ser Pro Gly Gly Ala
165 170 175

Gln Leu Tyr Met Glu Cys Ala Gln Ile Asn Ile Val Gly Gly Ser Gly
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180 185 190
Ser Val Pro Ser Ser Thr Val Ser Phe Pro Gly Ala Tyr Ser Pro Asn
195 200 205
Asp Pro Gly Leu Leu Ile Asn Ile Tyr Ser Met Ser Pro Ser Ser Ser
210 215 220
Tyr Thr Ile Pro Gly Pro Pro Val Phe Lys Cys
225 230 235
<210> SEQ ID NO 21
<211> LENGTH: 1242
<212> TYPE: DNA
<213> ORGANISM: Myceliophthora thermophila
<400> SEQUENCE: 21
atgaagtcct tcgeectcac cactctggece gecctggecyg gcaacgcecge cgctcacgeg 60
acctteccagg ccctetgggt cgacggegte gactacggeg cgcagtgtge ccegtetgece 120
gegtccaact ceceeggtcac cgacgtgace tccaacgcga tcecgctgcaa cgcecaacccyg 180
tegecegete ggggcaagtg cccggtcaag gecggcetega cegttacggt cgagatgcat 240
caggtacgtt ggatgaatga aaggggaaag gaagcagagg cagaagggga aggcgaaggg 300
aaagaaaaag aaaaagaaat ggaaaagaaa aagaaatgga aaagaaaaag aaaaatgaaa 360
aagaaagtgg aaaccgtcag actaactggg gctcectceee cccaccecte ctttgatate 420
agcaacccgg tgaccggtceg tgcagcageg aggcgategyg cggggcegcac tacggecccg 480
tcatggtgta catgtccaag gtgtcggacg cggegtegge ggacgggteyg tcegggetggt 540
tcaaggtgtt cgaggacggc tgggccaaga acccgtceegyg cgggteggge gacgacgact 600
actggggcac caaggacctg aactcgtget gegggaagat gaacgtcaag atccccgecg 660
acctgeccte gggcegactac ctgcteeggg cegaggcect cgegetgcac acggegggca 720
gegecggegy cgeccagtte tacatgacgt getaccaget caccgtgacg ggetccggea 780
gegecageee geccaccgte tcecttecegg gegectacaa ggccaccgac ccegggcatece 840
tegtcaacat ccacgeccceg ctgtcegget acaccgtgece cggeccggece gtctactcecg 900
geggcetcecac caagaaggcece ggcagegect gecaccggetg cgagtcecacce tgegecgteg 960
gcteeggeee caccgecace gtcteccagt cgccceggtte caccgecacce tecgeccecy 1020
geggeggegy cggetgcace gtccagaagt accagcagtg cggceggegag ggctacaccg 1080
gctgcaccaa ctgcgecggta cgtttttcaa ccccecgttttt ttttttectt ccctacctta 1140
tttggttacc taattaatta ctttccggct gctgactttt tgctttagte cggctctacce 1200
tgcagcgeeg tcectegecgee ctactactceg cagtgcecgtet aa 1242
<210> SEQ ID NO 22
<211> LENGTH: 323
<212> TYPE: PRT
<213> ORGANISM: Myceliophthora thermophila
<400> SEQUENCE: 22
Met Lys Ser Phe Ala Leu Thr Thr Leu Ala Ala Leu Ala Gly Asn Ala
1 5 10 15
Ala Ala His Ala Thr Phe Gln Ala Leu Trp Val Asp Gly Val Asp Tyr
20 25 30
Gly Ala Gln Cys Ala Arg Leu Pro Ala Ser Asn Ser Pro Val Thr Asp
35 40 45
Val Thr Ser Asn Ala Ile Arg Cys Asn Ala Asn Pro Ser Pro Ala Arg
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50

Gly Lys Cys
65

Gln Gln Pro

His Tyr Gly

Ser Ala Asp

115

Ala Lys Asn
130

Lys Asp Leu
145

Asp Leu Pro

His Thr Ala

Gln Leu Thr

195

Phe Pro Gly
210

His Ala Pro
225

Gly Gly Ser

Thr Cys Ala

Gly Ser Thr

275

Gln Lys Tyr
290

Cys Ala Ser
305

Gln Cys Val
<210> SEQ I

<211> LENGT.
<212> TYPE:

55

Pro Val Lys Ala Gly

70

Gly Asp Arg Ser Cys

85

Pro Val Met Val Tyr

100

Gly Ser Ser Gly Trp

120

Pro Ser Gly Gly Ser

135

Asn Ser Cys Cys Gly
150

Ser Gly Asp Tyr Leu

165

Gly Ser Ala Gly Gly

180

Val Thr Gly Ser Gly

200

Ala Tyr Lys Ala Thr

215

Leu Ser Gly Tyr Thr
230

Thr Lys Lys Ala Gly

245

Val Gly Ser Gly Pro

260

Ala Thr Ser Ala Pro

280

Gln Gln Cys Gly Gly

295

Gly Ser Thr Cys Ser
310

D NO 23
H: 1253
DNA

Ser

Ser

Met

105

Phe

Gly

Lys

Leu

Ala

185

Ser

Asp

Val

Ser

Thr

265

Gly

Glu

Ala

Thr

Ser

90

Ser

Lys

Asp

Met

Arg

170

Gln

Ala

Pro

Pro

Ala

250

Ala

Gly

Gly

Val

Val

75

Glu

Lys

Val

Asp

Asn

155

Ala

Phe

Ser

Gly

Gly

235

Cys

Thr

Gly

Tyr

Ser
315

<213> ORGANISM: Myceliophthora thermophila

<400> SEQUENCE: 23

atgaagcctt

cgggtgtcgg

aactcccega

cacgacagca

gtcatcggeyg

ggtatgatga

caggaacacg

ggacaacgcg

cctgaacaac

cgacctgecyg

ttagcctegt

tcaacgggca

tccagaacgt

ccatcatcaa

dgccgceaggy

tcgatgatge

cgtgactgac

gegacggegt

ggcgtgtggg

tegtgegtgg

cgecectggeyg

ggaccagggc

caacgatgcc

ggthCCgCg

cgccaacgac

ctctcetette

caccgaatce

CgCCgthgg

cegtegatga

ccececggeca

accgcegtga

cagctcaagyg

aacatggect

ggagcccgcg

ccggacaace

ccecegttett

aggcccecate

cctecaggtygy

gcteatcegee

gtacctgatg

60

Thr Val Glu

Ala Ile Gly

Val Ser Asp

110

Phe Glu Asp
125

Asp Tyr Trp
140

Val Lys Ile

Glu Ala Leu

Tyr Met Thr

190

Pro Pro Thr
205

Ile Leu Val
220

Pro Ala Val

Thr Gly Cys

Val Ser Gln
270

Gly Gly Cys
285

Thr Gly Cys
300

Pro Pro Tyr

geggecatge
gggtgeggge
gcaacgccaa
teggegegtyg
cgatcgegge
gatggacagg
caggtctacce
ttcaaggtygyg

aacaacggct

cgegtegage

Met His
80

Gly Ala
95

Ala Ala

Gly Trp

Gly Thr

Pro Ala
160

Ala Leu
175

Cys Tyr

Val Ser

Asn Ile

Tyr Ser
240

Glu Ser
255

Ser Pro

Thr Val

Thr Asn

Tyr Ser
320

catcttccag
geegtegage
cattgtgtac
gtggcagcac
ctceccacaag
cgatggetee
tggccaaggt
ccgagegegy
ggcactactt

tgctegeect

60

120

180

240

300

360

420

480

540

600
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gcacagcgee tcaagcccceg gceggegecca gttcetacatg ggetgegecac agatcgaagyg 660
tgcgtcecgate tttgttctece tteccgtgtcee tcetetgatcece tttcetectett ctttttettt 720
cttttactee ctttecttee atctteggag aagcaacgaa gggggaaagyg gatagaagag 780
aggaatgaga gacgacgaaa gagaggattg gggaaagaca agacagggaa aaaaagacaa 840
gaaaaaaaaa aaaaaaaaaa aacagagtga gctaacaaga acaatcagtc actggctcecg 900
gcaccaacte gggctccgac tttgtetegt tecceggege ctacteggece aacgatcegyg 960
gecatcttget aagcatctac gacagcetcegg gcaagceccac caacggeggg cgcetcegtacce 1020
cgatcccegg cccgegecce atctectget ceggcagegyg cgacggcegge aacaacggceg 1080
geggeggega cgacaacaac aataacaacg gtggtggcaa caacggeggce ggeggceggeg 1140
gcagcgteee cctgtacggg cagtgeggeg gcatcggeta cacgggeccg accacctgtg 1200
cccagggaac ttgcaaggtg tcgaacgaat actacagcca gtgcctcccece tag 1253

<210> SEQ I
<211> LENGT.
<212> TYPE:

D NO 24
H: 310
PRT

<213> ORGANISM: Myceliophthora thermophila

<400> SEQUE:

Met Lys Pro
1

Ala Ile Phe
Lys Gly Val
35

Asp Ala Asn
50

Ile Ile Lys
65

Val Ile Gly

Ala Ser His

Ala Ala Thr
115

Arg Gly Leu
130

Asn Gly Trp
145

Tyr Leu Met

Gly Gly Ala

Ser Gly Thr

195

Ser Ala Asn
210

Lys Pro Thr
225

Ile Ser Cys

NCE: 24

Phe Ser Leu Val Ala

Gln Arg Val Ser Val

20

Arg Ala Pro Ser Ser

40

Met Ala Cys Asn Ala

55

Val Pro Ala Gly Ala

70

Gly Pro Gln Gly Ala

85

Lys Gly Pro Ile Gln

100

Ala Ser Pro Ser Gly

120

Asn Asn Gly Val Trp

135

His Tyr Phe Asp Leu
150

Arg Val Glu Leu Leu

165

Gln Phe Tyr Met Gly

180

Asn Ser Gly Ser Asp

200

Asp Pro Gly Ile Leu

215

Asn Gly Gly Arg Ser
230

Ser Gly Ser Gly Asp

245

Leu

Asn

25

Asn

Asn

Arg

Asn

Val

105

Leu

Ala

Pro

Ala

Cys

185

Phe

Leu

Tyr

Gly

Ala

10

Gly

Ser

Ile

Val

Asp

Tyr

Arg

Val

Ser

Leu

170

Ala

Val

Ser

Pro

Gly
250

Thr

Gln

Pro

Val

Gly

75

Pro

Leu

Trp

Asp

Cys

155

His

Gln

Ser

Ile

Ile
235

Asn

Ala Val Ser

Asp Gln Gly

Ile Gln Asn
45

Tyr His Asp
60

Ala Trp Trp

Asp Asn Pro

Ala Lys Val
110

Phe Lys Val
125

Glu Leu Ile
140

Val Ala Pro

Ser Ala Ser

Ile Glu Val
190

Phe Pro Gly
205

Tyr Asp Ser
220

Pro Gly Pro

Asn Gly Gly

Gly His
15

Gln Leu

Val Asn

Ser Thr

Gln His

80

Ile Ala

Asp Asn

Ala Glu

Ala Asn

Gly Gln

160

Ser Pro
175

Thr Gly

Ala Tyr

Ser Gly

Arg Pro

240

Gly Gly
255
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Asp Asp Asn

Gly Gly Ser
275

Gly Pro Thr
290

Tyr Ser Gln
305

<210> SEQ I
<211> LENGT.
<212> TYPE:

Asn Asn Asn Asn Gly

260

Val Pro Leu Tyr Gly

280

Thr Cys Ala Gln Gly

295

Cys Leu Pro
310

D NO 25
H: 814
DNA

Gly
265

Gln

Thr

Gly

Cys

Cys

Asn

Gly

Lys

<213> ORGANISM: Myceliophthora thermophila

<400> SEQUENCE: 25

atgaagctct
ttccagaagyg
aacaacaaca
tcgacgtega
catgtcatcg
aagggccccg
ggcctgaagt
gacggagcte
caagacctgg
gcagtgcatce
ctactctecag
cggetectte
cggtatcetyg
cactgeeect
<210> SEQ I

<211> LENGT.
<212> TYPE:

ccctettete

tcteegteaa

accecegtgea

acactatcat

geggtgecca

tcatggecta

ggtatgtatt

getteteegt

ggtgtcgaca

gecgacggcea

ggccaggete

acaccgeegt

atcaacatct

gggcccgcegce

D NO 26
H: 246
PRT

cgtectggec

cggagcggac

ggatgtcaac

cgaggtcaag

gttccccaac

cctegecaag

ccegeggece

ataggttcaa

acctcatcaa

actacctcct

agttctacca

cgactgtcag

acggcgecac

ccatctectyg

actgcectca

cagggctece

agccaggaca

geeggegata

gacccagaca

gttgacaatg

gagggacatc

gatttgggag

taacaacggc

cegegtegag

gtcetgegee

cttecegggt

cggecagecc

ctga

<213> ORGANISM: Myceliophthora thermophila

<400> SEQUENCE: 26

Met Lys Leu
1

Gly His Ala

Ser Leu Thr
35

Val Asn Ser

50

Thr Ile Ile

His Val Ile

Ala Lys Ser

Asn Ala Ala
115

Ser Leu Phe Ser Val

Ile Phe Gln Lys Val

Gly Leu Arg Ala Pro

40

Gln Asp Met Ile Cys

55

Glu Val Lys Ala Gly

70

Gly Gly Ala Gln Phe

85

His Lys Gly Pro Val

100

Thr Ala Ser Lys Thr

120

Leu

Ser

25

Asn

Gly

Asp

Pro

Met
105

Gly

Ala

10

Val

Asn

Gln

Arg

Asn

90

Ala

Leu

Thr

Asn

Asn

Ser

Ile

75

Asp

Tyr

Lys

Asn Gly Gly
270

Gly Ile Gly
285

Val Ser Asn
300

cegtegaggg
tcaccggect
tgatctgegy
ggatcggtge
acccgattge
ccgcaaccge
gggttgggea
gataccttta
tgggtgtact
gtcetegete
cagatcaacg
gectacageg

gacaacaacg

Ala Leu Thr

Gly Ala Asp

Asn Pro Val
45

Gly Ser Thr
60

Gly Ala Trp

Pro Asp Asn

Leu Ala Lys
110

Trp Phe Lys
125

Gly Gly

Tyr Thr

Glu Tyr

gecatgccate
cegegetecee
ccagteggga
ctggtatcag
caagtcgcac
cagcaagacg
agtcgagact
atcccagcac
tcaacctece
tgcactecgge
tatccggegy
ccagcgacce

gecagecgta

Val Glu
15

Gln Gly

Gln Asp

Ser Asn
Tyr Gln
80

Pro Ile
95

Val Asp

Ile Trp

60

120

180

240

300

360

420

480

540

600

660

720

780

814
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Glu Asp Thr
130

Ile Asn Asn
145

Asp Gly Asn

Tyr Ser Gln

Val Ser Gly

195

Gly Ala Tyr
210

Ala Thr Gly
225

Pro Ala Pro

<210> SEQ I
<211> LENGT.
<212> TYPE:

Phe Asn Pro Ser Thr

135

Asn Gly Trp Val Tyr
150

Tyr Leu Leu Arg Val

165

Gly Gln Ala Gln Phe

180

Gly Gly Ser Phe Thr

200

Ser Ala Ser Asp Pro

215

Gln Pro Asp Asn Asn
230

Ile Ser Cys

245
D NO 27
H: 1115

DNA

Lys

Phe

Glu

Tyr

185

Pro

Gly

Gly

Thr

Asn

Val

170

Gln

Pro

Ile

Gln

<213> ORGANISM: Thermoascus aurantiacus

<400> SEQUENCE: 27

atgtcgttet

gctcacggtt

agatccgeat

cctacatgte

tegtggatce

gtgccctgag

ctgagagtca

ctgtcgacaa

gcagcgccce

tcaccatccce

tccacteege

tcacaggcag

cggaccctygyg

ctgetetgta

ccacttegac

ctcagactge

cgacteegge

attcgatgac

ctaacaagaa

<210> SEQ I

<211> LENGT.
<212> TYPE:

cgaagattge

atgttacagg

tgctgtacta

gacaccgecyg

cagtagctat

cgccaaggty

caagggcccg

gaccaaacta

aggcacatgg

gagcacgatt

cggaaataca

tggcaccgac

cattctggte

caccggtggt

ggcttctage

cgttgttgat

ctccactgea

ctcggatgaa

gecatgccegyg

D NO 28
H: 354
PRT

tgcgatcacc

aatcgtagec

acaattagca

gatgtcatcg

gettegtety

gctgctggag

gtcattgact

gagttcttca

gectetgaca

geteceggea

aatggtgetce

accectgecyg

aacatctacc

agctctggta

tctategtga

gtcacccaga

gttgctacag

ttcgtcagee

gatctttett

Trp

Leu

155

Leu

Ser

Ser

Leu

Pro
235

ggggccatta

gatggcacct

gectacggggy

cctggtetac

atattatctg

ggaccgtcega

acctegeege

agattgatga

acttgattge

actatgtect

agaactaccc

gcaccetegyg

agaccctgac

getetggtte

ccecegacged

ctgtttececa

ctgtcccaac

tgatgegtge

actaa

<213> ORGANISM: Thermoascus aurantiacus

<400> SEQUENCE: 28

Gly Val Asp
140

Pro Gln Cys

Ala Leu His

Cys Ala Gln

190

Thr Val Ser
205

Ile Asn Ile
220

Tyr Thr Ala

cctatgegte
agtatgtaac
ctatatcgtyg
caaagcaact
ccacaagggt
getgcagtgg
ctgtaacggyg
gagtggccta
caataacaac
gagacatgaa
ccagtgtatce
aacggagcett
cagctacgat
ctccaacace
tgttaacaac
gaatgctgee
gggaaccacc

gaccgtgaat

Asn Leu
Ile Ala
160

Ser Ala
175

Ile Asn

Phe Pro

Tyr Gly

Pro Gly
240

tctggecgee
gctcatgeca
acccaatacc
gatcttggtt
getgagectyg
acggattgge
gactgctega
attgacggca
agctggaccyg
atcattgece
aaccttgagyg
tataaggcaa
attcceggee
gccaaggeca
ccaaccgtta
gtcgecacca
tttagetttyg

tggctgettt

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1115
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Met

Ser

Thr

Pro

65

Ala

Glu

Asp

Lys

Ser

145

Ser

Leu

Ala

Thr

Asp

225

Ile

Ser

Thr
305
Phe

Ala

Ser

Ser

Leu

Tyr

Pro

50

Asp

Glu

Leu

Tyr

Leu

130

Ala

Trp

Arg

Gln

Asp

210

Pro

Pro

Ser

Thr

Asp

290

Pro

Ser

Thr

Tyr

Phe

Ala

Tyr

35

Asp

Pro

Pro

Gln

Leu

115

Glu

Pro

Thr

His

Asn

195

Thr

Gly

Gly

Asn

Pro

275

Val

Ala

Phe

Val

Ser

Ala

20

Gly

Val

Ser

Gly

Trp

100

Ala

Phe

Gly

Val

Glu

180

Tyr

Pro

Ile

Pro

Thr

260

Thr

Thr

Ser

Asp

Asn
340

Lys

Ala

Gly

Ile

Ser

Ala

85

Thr

Ala

Phe

Thr

Thr

165

Ile

Pro

Ala

Leu

Ala

245

Ala

Pro

Gln

Thr

Ser

325

Trp

<210> SEQ ID NO 29

<211> LENGTH:

<212> TYPE: DNA
<213> ORGANISM: Aspergillus fumigatus

<400> SEQUENCE:

atgactttgt ccaagatcac ttccattget ggecttetgg cetcagegte tcetegtgget

ggccacgget ttgtttetgg cattgttget gatgggaaat agtatgtget tgaaccacac

862

29

Ile

His

Tyr

Ala

Tyr

70

Leu

Asp

Cys

Lys

Trp

150

Ile

Ile

Gln

Gly

Val

230

Leu

Lys

Val

Thr

Ala

310

Met

Leu

Ala

Gly

Ile

Trp

55

Ala

Ser

Trp

Asn

Ile

135

Ala

Pro

Ala

Cys

Thr

215

Asn

Tyr

Ala

Asn

Val

295

Val

Thr

Leu

Ala

Tyr

Val

40

Ser

Ser

Ala

Pro

Gly

120

Asp

Ser

Ser

Leu

Ile

200

Leu

Ile

Thr

Thr

Asn

280

Ser

Ala

Ser

Ser

Ile

Val

25

Thr

Thr

Ser

Lys

Glu

105

Asp

Glu

Asp

Thr

His

185

Asn

Gly

Tyr

Gly

Thr

265

Pro

Gln

Thr

Asp

Asn
345

Thr

10

Thr

Gln

Lys

Asp

Val

90

Ser

Cys

Ser

Asn

Ile

170

Ser

Leu

Thr

Gln

Gly

250

Ser

Thr

Asn

Ala

Glu

330

Lys

Gly

Gly

Tyr

Ala

Ile

Ala

His

Ser

Gly

Leu

155

Ala

Ala

Glu

Glu

Thr

235

Ser

Thr

Val

Ala

Val

315

Phe

Lys

Ala

Ile

Pro

Thr

60

Ile

Ala

Lys

Thr

Leu

140

Ile

Pro

Gly

Val

Leu

220

Leu

Ser

Ala

Thr

Ala

300

Pro

Val

His

Ile

Val

Tyr

45

Asp

Cys

Gly

Gly

Val

125

Ile

Ala

Gly

Asn

Thr

205

Tyr

Thr

Gly

Ser

Gln

285

Val

Thr

Ser

Ala

Thr

Ala

30

Met

Leu

His

Gly

Pro

110

Asp

Asp

Asn

Asn

Thr

190

Gly

Lys

Ser

Ser

Ser

270

Thr

Ala

Gly

Leu

Arg
350

Tyr

15

Asp

Ser

Gly

Lys

Thr

95

Val

Lys

Gly

Asn

Tyr

175

Asn

Ser

Ala

Tyr

Ser

255

Ser

Ala

Thr

Thr

Met

335

Asp

Ala

Gly

Thr

Phe

Gly

Val

Ile

Thr

Ser

Asn

160

Val

Gly

Gly

Thr

Asp

240

Gly

Ile

Val

Thr

Thr

320

Arg

Leu

60

120
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158

-continued
aaatgacagc tgcaacagct aacttctatt ccagttacgg agggtacctt gttaaccaat 180
acccctacat gagcaaccct cccgacacca ttgectggte caccaccgece accgaccteg 240
getttgtgga cggcaccgge taccagtctce cggatattat ctgccacaga gacgcaaaga 300
atggcaagtt gaccgcaacc gttgcagecg gttcacagat cgaattccag tggacgacgt 360
ggccagagte tcaccatgga ccggtacgac gccgaagaga agagaacata ttgtgaccag 420
ataggctaac atagcatagt tgattactta cctcgctceca tgcaacggeyg actgtgccac 480
cgtggacaag accaccctga agtttgtcaa gatcgccget caaggcttga tcgacggcete 540
caacccacct ggtgtttggg ctgatgatga aatgatcgec aacaacaaca cggccacagt 600
gaccattcct gectectatg cccecggaaa ctacgtectt cgccacgaga tcatcgeect 660
tcactctgeg ggtaacctga acggcgegca gaactaccee cagtgtttca acatccaaat 720
caccggtgge ggcagtgetce agggatctgg caccgcetgge acgtccctgt acaagaatac 780
tgatcctgge atcaagtttg acatctactce ggatctgage ggtggatacce ctattcctgg 840
tcetgcactg ttcaacgcett aa 862

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Aspergillus

D NO 30
H: 250
PRT

<400> SEQUENCE: 30

Met Thr Leu
1

Ser Leu Val
Lys Tyr Tyr
35

Pro Pro Asp
50

Val Asp Gly
65

Ala Lys Asn

Glu Phe Gln

Thr Tyr Leu
115

Thr Leu Lys
130

Asn Pro Pro
145

Thr Ala Thr

Leu Arg His

Ala Gln Asn
195

Ser Ala Gln
210

Asp Pro Gly
225

Ser Lys Ile Thr Ser

Ala Gly His Gly Phe

20

Gly Gly Tyr Leu Val

40

Thr Ile Ala Trp Ser

55

Thr Gly Tyr Gln Ser

70

Gly Lys Leu Thr Ala

85

Trp Thr Thr Trp Pro

100

Ala Pro Cys Asn Gly

120

Phe Val Lys Ile Ala

135

Gly Val Trp Ala Asp
150

Val Thr Ile Pro Ala

165

Glu Ile Ile Ala Leu

180

Tyr Pro Gln Cys Phe

200

Gly Ser Gly Thr Ala

215

Ile Lys Phe Asp Ile
230

Ile

Val

25

Asn

Thr

Pro

Thr

Glu

105

Asp

Ala

Asp

Ser

His
185
Asn

Gly

Tyr

fumigatus

Ala

Ser

Gln

Thr

Asp

Val

90

Ser

Cys

Gln

Glu

Tyr

170

Ser

Ile

Thr

Ser

Gly

Gly

Tyr

Ala

Ile

Ala

His

Ala

Gly

Met

155

Ala

Ala

Gln

Ser

Asp
235

Leu Leu Ala
Ile Val Ala
30

Pro Tyr Met
45

Thr Asp Leu
60

Ile Cys His

Ala Gly Ser

His Gly Pro
110

Thr Val Asp
125

Leu Ile Asp
140

Ile Ala Asn

Pro Gly Asn

Gly Asn Leu
190

Ile Thr Gly
205

Leu Tyr Lys
220

Leu Ser Gly

Ser Ala

15

Asp Gly

Ser Asn

Gly Phe

Arg Asp

Gln Ile

95

Leu Ile

Lys Thr

Gly Ser

Asn Asn

160

Tyr Val

175

Asn Gly

Gly Gly

Asn Thr

Gly Tyr
240
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160

-continued

Pro Ile Pro Gly Pro Ala Leu Phe Asn Ala

245 250
<210> SEQ ID NO 31
<211> LENGTH: 1021
<212> TYPE: DNA
<213> ORGANISM: Penicillium pinophilum
<400> SEQUENCE: 31
atgccttcta ctaaagtcge tgccctttet getgttctag ctttggecte cacggttget 60
ggccatggtt ttgtgcaaaa catcgttatc gacggtaaat cgtaagcagt gatgcatcca 120
ttattaaact agacatgctt acaaaaaaat cagttactct ggataccttyg tgaatcagtt 180
ccectacgag tccaacccac cagctgttat tgggtgggea acaactgcaa ccgacctggg 240
attcgteget cccagtgagt acaccaatge agacattatce tgccacaaga acgccacacce 300
tggcgegett tctgetecag ttgctgecagg gggcactgte gagetccagt ggactacatg 360
geecgatagt catcacggte ctgtcatcag ctacctegec aactgcaatg gcaattgtte 420
taccgtggat aagactaagc tagactttgt caagattgac caaggtggtt tgatcgacga 480
tactaccccee ccgggtacat gggcttecga caaacttate getgccaaca acagcetggac 540
tgtaactatc cccteccacca tcgcgectgg aaactacgtt ttgegccacyg aaatcattge 600
tcttecactee gectggaaacg cagacggtge ccaaaactac cctcaatgca tcaacttgga 660
gatcaccgge agcggaaccg ccgcetceecte tggtaccget ggcgaaaagce tctacaccte 720
tactgaccce ggtatcttgg tcaatatcta ccaatccttyg tegacctacyg ttattcccegg 780
accaactctyg tggageggtg ctgccaatgg cgetgttgece actggttetyg ctactgeggt 840
tgctacgact gccactgett ctgcgaccge tactcctace acacttgtta cctetgtege 900
tccagettea tctacctttyg ccactgetgt tgtgaccact gtegetcectyg cagtaactga 960
tgtcgtgact gtcaccgatg tagttaccgt gaccaccgtc atcaccacta ctgtcctttg 1020
a 1021

<210> SEQ I
<211> LENGT.
<212> TYPE:

D NO 32
H: 322
PRT

<213> ORGANISM: Penicillium pino

<400> SEQUENCE: 32

Met Pro Ser
1

Ser Thr Val

Lys Ser Tyr
35

Pro Pro Ala
50

Val Ala Pro
65

Ala Thr Pro

Glu Leu Gln

Ser Tyr Leu
115

Thr Lys Val Ala Ala

5

Ala Gly His Gly Phe

Ser Gly Tyr Leu Val

40

Val Ile Gly Trp Ala

55

Ser Glu Tyr Thr Asn

70

Gly Ala Leu Ser Ala

85

Trp Thr Thr Trp Pro

100

Ala Asn Cys Asn Gly

120

philum

Leu Ser Ala
10

Val Gln Asn

Asn Gln Phe

Thr Thr Ala

Ala Asp Ile
75

Pro Val Ala
90

Asp Ser His
105

Asn Cys Ser

Val Leu Ala

Ile Val Ile

Pro Tyr Glu
45

Thr Asp Leu
60

Ile Cys His

Ala Gly Gly

His Gly Pro
110

Thr Val Asp
125

Leu Ala
15

Asp Gly

Ser Asn

Gly Phe

Lys Asn
80

Thr Val
95

Val Ile

Lys Thr
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Lys Leu Asp
130

Thr Pro Pro
145

Ser Trp Thr

Leu Arg His

Ala Gln Asn

195

Thr Ala Ala
210

Asp Pro Gly
225

Ile Pro Gly

Thr Gly Ser

Ala Thr Pro

275

Phe Ala Thr
290

Val Thr Val

Val Leu

<210> SEQ I
<211> LENGT.
<212> TYPE:

Phe Val Lys Ile Asp

135

Gly Thr Trp Ala Ser
150

Val Thr Ile Pro Ser

165

Glu Ile Ile Ala Leu

180

Tyr Pro Gln Cys Ile

200

Pro Ser Gly Thr Ala

215

Ile Leu Val Asn Ile
230

Pro Thr Leu Trp Ser

245

Ala Thr Ala Val Ala

260

Thr Thr Leu Val Thr

280

Ala Val Val Thr Thr

295

Thr Asp Val Val Thr
310

D NO 33
H: 1486
DNA

<213> ORGANISM: Thermoascus sp.

<400> SEQUENCE: 33

atgttgtegt

getcaggete

gtctgtatte

agcaaggata

ccgacaacag

ggcgcegete

cagccatcca

tacctgaaaa

aagatctggg

gagaacaacg

gegegtacgg

ggCthgCgC

dgagagggga

ttggctctac

tctggetetyg

getgttacgg

tegettetge

acactttgat

gcatgaacaa

ttgcctgegy

tcagagctygg

gagtctgtee

acccgaatte

aggtagactc

agtcecgteta

ggcacatcte

agcttetgge

agctgttcat

cctacgatcet

catacccgat

gttecgggte

actgttette

caagtcagct

gaccaccctyg

caacggtagt

taagtacagt

agagcaatgc

agccaaggcet

cgctectete

cgccategeg

cgacgagtec

tgtcaaggtc

getgecacgeyg

cgattcageg

gagcatgect

gtatgggect

agcttetgea

cgaagaggac

Gln

Asp

Thr

His

185

Asn

Gly

Tyr

Gly

Thr

265

Ser

Val

Val

Gly

Lys

Ile

170

Ser

Leu

Glu

Gln

Ala

250

Thr

Val

Ala

Thr

Gly

Leu

155

Ala

Ala

Glu

Lys

Ser

235

Ala

Ala

Ala

Pro

Thr
315

gtgctgacga

tttgtggatyg

actgccaaca

accggtccag

taaacatccce

tcatccacce

gatccctege

agcaacaacg

acgggcaaat

cccgacgata

gcgaacgaag

gggacagcga

gccatgacgt

cctgtetaca

acgagatctt

agggaagact

Leu Ile Asp
140

Ile Ala Ala

Pro Gly Asn

Gly Asn Ala

190

Ile Thr Gly
205

Leu Tyr Thr
220

Leu Ser Thr

Asn Gly Ala

Thr Ala Ser

270

Pro Ala Ser
285

Ala Val Thr
300

Val Ile Thr

cccttetact
gegtcaatca
cctatatcca
atatcatact
caggcattca
tcacgtteca
acaaaggccc
ccgetggaga
ggggtacgac
tegagggtgg
gggatccgca
aaccgectac
acaatatcta
cacctggete
ctgctattee

cagtcatgge

Asp Thr

Asn Asn
160

Tyr Val
175

Asp Gly

Ser Gly

Ser Thr

Tyr Val
240

Val Ala
255

Ala Thr

Ser Thr

Asp Val

Thr Thr
320

tcttggatcee
gggagatggt
gectgtcacg
ctatttcaat
aggcgaaatt
attccgagag
cgectgeggty
cggetggtte
caagatgatc
gtattatctc
gttctacgtt
tgtectetatt
ccagacteeg
tggctcegggt
tactgccace

aaccggtgtt

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960
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ccegttgeaa
cgtgagaacyg
ccggaagget
gatgcggaaa
aacagtactt
gtgctggaac
atgcaagccc
caaggatata
cactgtcagt
<210> SEQ I

<211> LENGT.
<212> TYPE:

gaagcacact
tgaaaccagc
gecatcttegt
getgetggge
ttctttttet
cagacccage
atccaggact
actccaacgt
taccgtgatt
D NO 34

H: 444
PRT

cagaacctygg
cgccaggaga
caacggcaac
tgtacgttce
aatcccagge
ccaccggeta
cgtgtageca
ggcegecect

ggattatgaa

<213> ORGANISM: Thermoascus sp.

<400> SEQUENCE: 34

Met Leu Ser
1

Leu Leu Gly
Asp Gly Val
35

Gly Ser Thr
50

Ala Cys Gly
65

Lys Ala Ser

Pro Asn Ser

Tyr Leu Lys
115

Asp Gly Trp
130

Lys Trp Gly
145

Lys Val Pro

Leu Leu Ala

Gly Cys Ala
195

Thr Val Ser
210

Thr Tyr Asn
225

Gly Pro Pro

Ser Gly Ser

Ala Val Thr
275

Phe Ala Ser Ala Lys

Ser Ala Gln Ala His

20

Asn Gln Gly Asp Gly

40

Ala Asn Thr Tyr Ile

55

Ile Gln Gly Glu Ile

70

Ser Thr Leu Thr Phe

85

Ala Pro Leu Asp Pro

100

Lys Val Asp Ser Ala

120

Phe Lys Ile Trp Glu

135

Thr Thr Lys Met Ile
150

Asp Asp Ile Glu Gly

165

Leu His Ala Ala Asn

180

Gln Leu Phe Ile Asp

200

Ile Gly Glu Gly Thr

215

Ile Tyr Gln Thr Pro
230

Val Tyr Thr Pro Gly

245

Ala Ser Ala Thr Arg

260

Asp Cys Ser Ser Glu

280

gttgacagac

agcgeecttyg

tggtgcggtt

cgtctaatta

ctcecgacaac

caacaactgc

atccaacceg

ggagggcteg

aaggaaagga

Ser

Thr

25

Val

Gln

Gly

Gln

Ser

105

Ile

Ser

Glu

Gly

Glu

185

Ser

Tyr

Leu

Ser

Ser
265

Glu

Ala

10

Leu

Cys

Pro

Ala

Phe

90

His

Ala

Val

Asn

Tyr

170

Gly

Ala

Asp

Ala

Gly
250

Ser

Asp

Val

Met

Ile

Val

Ala

75

Arg

Lys

Ser

Tyr

Asn

155

Tyr

Asp

Gly

Leu

Leu
235
Ser

Ala

Arg

tgtcatggca tggtaaggce
tccagaccga gggtctgaag
tcgaggtece cgattacaac
cttaaaacga aataaaagct
tgctggaaac agtccgactce
cagatctgge aagaccagaa
actggaccge cgaacaaggg
atgaagacct tcaccaagcg

gcataa

Leu Thr Thr Leu Leu
15

Thr Thr Leu Phe Val
30

Arg Met Asn Asn Asn
45

Thr Ser Lys Asp Ile
60

Arg Val Cys Pro Ala
80

Glu Gln Pro Ser Asn
95

Gly Pro Ala Ala Val
110

Asn Asn Ala Ala Gly
125

Asp Glu Ser Thr Gly
140

Gly His Ile Ser Val
160

Leu Ala Arg Thr Glu
175

Pro Gln Phe Tyr Val
190

Thr Ala Lys Pro Pro
205

Ser Met Pro Ala Met
220

Pro Tyr Pro Met Tyr
240

Gly Ser Gly Ser Gly
255

Ile Pro Thr Ala Thr
270

Glu Asp Ser Val Met
285

1020

1080

1140

1200

1260

1320

1380

1440

1486
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Ala Thr Gly Val Pro Val Ala Arg Ser Thr Leu Arg Thr Trp Val Asp
290 295 300
Arg Leu Ser Trp His Gly Lys Ala Arg Glu Asn Val Lys Pro Ala Ala
305 310 315 320
Arg Arg Ser Ala Leu Val Gln Thr Glu Gly Leu Lys Pro Glu Gly Cys
325 330 335
Ile Phe Val Asn Gly Asn Trp Cys Gly Phe Glu Val Pro Asp Tyr Asn
340 345 350
Asp Ala Glu Ser Cys Trp Ala Ala Ser Asp Asn Cys Trp Lys Gln Ser
355 360 365
Asp Ser Cys Trp Asn Gln Thr Gln Pro Thr Gly Tyr Asn Asn Cys Gln
370 375 380
Ile Trp Gln Asp Gln Lys Cys Lys Pro Ile Gln Asp Ser Cys Ser Gln
385 390 395 400
Ser Asn Pro Thr Gly Pro Pro Asn Lys Gly Lys Asp Ile Thr Pro Thr
405 410 415
Trp Pro Pro Leu Glu Gly Ser Met Lys Thr Phe Thr Lys Arg Thr Val
420 425 430
Ser Tyr Arg Asp Trp Ile Met Lys Arg Lys Gly Ala
435 440
<210> SEQ ID NO 35
<211> LENGTH: 835
<212> TYPE: DNA
<213> ORGANISM: Penicillium sp.
<400> SEQUENCE: 35
atgctgtett cgacgactcg caccctegece tttacaggece ttgegggect tetgtecget 60
ccectggtea aggeccatgg ctttgtecag ggcattgtea teggtgacca attgtaagte 120
cctetettge agttetgteg attaactget ggactgettyg cttgactcece tgctgactcee 180
caacagctac agcgggtaca tcgtcaactce gttcccectac gaatccaacce caccccccegt 240
catcggetgg gccacgaccg ccaccgacct gggettegte gacggcacag gataccaagg 300
cceggacate atctgecace ggaatgegac geccgegeceg ctgacagece ccegtggecge 360
cggceggeace gtcgagetge agtggacgece gtggecggac agccaccacyg gacccgtcat 420
cacctacctg gcgecegtgca acggcaactg ctegaccgte gacaagacga cgctggagtt 480
cttcaagatce gaccagcagg gectgatcga cgacacgage ccegecgggea cctgggegte 540
ggacaacctce atcgccaaca acaatagetg gaccgtcacce attcccaaca gegtegeccee 600
cggcaactac gtcctgegece acgagatcat cgecctgcac teggccaaca acaaggacgg 660
cgcccagaac tacccccagt gcatcaacat cgaggtcacyg ggeggcegget ccgacgegece 720
tgagggtact ctgggcgagg atctctacca tgacaccgac ccgggcatte tggtcgacat 780
ttacgagcce attgegacgt ataccattcce ggggecgect gagecgacgt tctag 835

<210> SEQ ID NO 36
<211> LENGTH: 253

<212> TYPE:

PRT

<213> ORGANISM: Penicillium sp.

<400> SEQUENCE: 36

Met Leu Ser Ser Thr Thr Arg Thr Leu Ala Phe Thr Gly Leu Ala Gly

1

5

10

15

Leu Leu Ser Ala Pro Leu Val Lys Ala His Gly Phe Val Gln Gly Ile
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20 25 30
Val Ile Gly Asp Gln Phe Tyr Ser Gly Tyr Ile Val Asn Ser Phe Pro
35 40 45
Tyr Glu Ser Asn Pro Pro Pro Val Ile Gly Trp Ala Thr Thr Ala Thr
50 55 60
Asp Leu Gly Phe Val Asp Gly Thr Gly Tyr Gln Gly Pro Asp Ile Ile
65 70 75 80
Cys His Arg Asn Ala Thr Pro Ala Pro Leu Thr Ala Pro Val Ala Ala
85 90 95
Gly Gly Thr Val Glu Leu Gln Trp Thr Pro Trp Pro Asp Ser His His
100 105 110
Gly Pro Val Ile Thr Tyr Leu Ala Pro Cys Asn Gly Asn Cys Ser Thr
115 120 125
Val Asp Lys Thr Thr Leu Glu Phe Phe Lys Ile Asp Gln Gln Gly Leu
130 135 140
Ile Asp Asp Thr Ser Pro Pro Gly Thr Trp Ala Ser Asp Asn Leu Ile
145 150 155 160
Ala Asn Asn Asn Ser Trp Thr Val Thr Ile Pro Asn Ser Val Ala Pro
165 170 175
Gly Asn Tyr Val Leu Arg His Glu Ile Ile Ala Leu His Ser Ala Asn
180 185 190
Asn Lys Asp Gly Ala Gln Asn Tyr Pro Gln Cys Ile Asn Ile Glu Val
195 200 205
Thr Gly Gly Gly Ser Asp Ala Pro Glu Gly Thr Leu Gly Glu Asp Leu
210 215 220
Tyr His Asp Thr Asp Pro Gly Ile Leu Val Asp Ile Tyr Glu Pro Ile
225 230 235 240
Ala Thr Tyr Thr Ile Pro Gly Pro Pro Glu Pro Thr Phe
245 250
<210> SEQ ID NO 37
<211> LENGTH: 977
<212> TYPE: DNA
<213> ORGANISM: Thielavia terrestris
<400> SEQUENCE: 37
atgaagctgt catcccagcet cgccgeccte acgetggecyg cggectceegt gtcaggecac 60
tacatctteg agcagattge ccatggegge accaagttece caccttacga gtacatccga 120
agaaacacga actataacag ccctgtcacce agtctctegt cgaacgacct gcgatgcaac 180
gtaggcggeyg agacggctgg caacacgacce gtectegacyg tgaaggeggg cgactcctte 240
accttectact cggacgtggce cgtgtaccac caggggccca tctcactgtyg cgtgecccegg 300
gccaactttyg atcagtccca agcggactgt ccgctegect ggataaccac aattgactga 360
cagceegcac agctacatgt ccaaggcetcece cggetcegte gtggactacyg acggetccgg 420
cgactggtte aagatccacg actggggecce gaccttcage aacggccagyg cctegtggece 480
getgeggggt gegtecctte ccttteccte ccecttecte ceecttecte ceccecttte 540
ccecctttte tgtetggteg cacgcectge tgacgtceee gtagacaact accagtacaa 600
catcecgacg tgcatcccga acggcgagta cctgetgege atccagtege tggegatcca 660
caaccecggge gccacgecge agttctacat cagetgegeg caggtceceggyg tcetegggcegg 720
cggcagegee tcccectece caacggecaa gatcccegge gegttcaagyg cgaccgatce 780
cgggtatace gcgaatgtga gtgccctatg ttecttgege tecttgttece ttgetecttyg 840
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ctcggegtge ttgaacgcta cgggctgtgg agggagggat ggatggatga ataggatgcet 900
gactgatggt gggacaccag atttacaata acttccactc gtatacggtg ccgggtccegg 960
cggtctttca gtgctag 977
<210> SEQ ID NO 38

<211> LENGTH: 223

<212> TYPE: PRT

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 38

Met Lys Leu Ser Ser Gln Leu Ala Ala Leu Thr Leu Ala Ala Ala Ser
1 5 10 15

Val Ser Gly His Tyr Ile Phe Glu Gln Ile Ala His Gly Gly Thr Lys
20 25 30

Phe Pro Pro Tyr Glu Tyr Ile Arg Arg Asn Thr Asn Tyr Asn Ser Pro
35 40 45

Val Thr Ser Leu Ser Ser Asn Asp Leu Arg Cys Asn Val Gly Gly Glu
50 55 60

Thr Ala Gly Asn Thr Thr Val Leu Asp Val Lys Ala Gly Asp Ser Phe
65 70 75 80

Thr Phe Tyr Ser Asp Val Ala Val Tyr His Gln Gly Pro Ile Ser Leu
85 90 95

Tyr Met Ser Lys Ala Pro Gly Ser Val Val Asp Tyr Asp Gly Ser Gly
100 105 110

Asp Trp Phe Lys Ile His Asp Trp Gly Pro Thr Phe Ser Asn Gly Gln
115 120 125

Ala Ser Trp Pro Leu Arg Asp Asn Tyr Gln Tyr Asn Ile Pro Thr Cys
130 135 140

Ile Pro Asn Gly Glu Tyr Leu Leu Arg Ile Gln Ser Leu Ala Ile His
145 150 155 160

Asn Pro Gly Ala Thr Pro Gln Phe Tyr Ile Ser Cys Ala Gln Val Arg
165 170 175

Val Ser Gly Gly Gly Ser Ala Ser Pro Ser Pro Thr Ala Lys Ile Pro
180 185 190

Gly Ala Phe Lys Ala Thr Asp Pro Gly Tyr Thr Ala Asn Ile Tyr Asn
195 200 205

Asn Phe His Ser Tyr Thr Val Pro Gly Pro Ala Val Phe Gln Cys
210 215 220

<210> SEQ ID NO 39

<211> LENGTH: 878

<212> TYPE: DNA

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 39

atgaagttct cactggtgte tetgetgget tacggectet cggtcecgagge gcactccate 60
ttccaggtte gtctegeaca tcacgctcaa cteggetegt ggegtaaggg caaggattaa 120
cacggcegge agagagtcte ggtcaacgge caagaccaag gectgetcac cggectecege 180
getccaageca acaacaaccc agtgcaagat gtcaacagece agaacatgat ttgeggecag 240
tcgggeteca agtcegecagac cgttatcaac gtcaaggeeg gegacaggat cggcetegete 300
tggcagcatyg tcatcggegg cgcccagttt tegggtgace cggacaacce gatcgeccac 360

tcgcacaagg gecccegtgat ggegtacctt getaaggteg acaatgeege gtecgegage 420
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caaacgggtce
ctccatcega
gcagcaagac
tgccgeagty
cggegtacca
geteegggte
acccgageat
cttacaaccc
<210> SEQ I

<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

tgaagtggta
gactaacacc
atggggegte
cctegetecyg
geagggcecag
cttecageeeg
ccteatcaac
cecctggacee
D NO 40

H: 246
PRT

<400> SEQUENCE: 40

Met Lys Phe
1

Ala His Ser
Leu Leu Thr
35

Val Asn Ser
50

Thr Val Ile

His Val Ile

Ala His Ser

Asn Ala Ala

115

Gln Asp Gly
130

Ile Lys Asn
145

Pro Gly Gln

Tyr Gln Gln

Val Ser Gly
195

Gly Val Tyr
210

Ser Thr Gly
225

Pro Ala Pro

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

agtagcggge
gtggacaggt
gacaacctga
ggccagtatce
geccagttet
tcccagacgyg
atctacggca

gececgatet

Ser Leu Val Ser Leu

Ile Phe Gln Arg Val

20

Gly Leu Arg Ala Pro

40

Gln Asn Met Ile Cys

55

Asn Val Lys Ala Gly

70

Gly Gly Ala Gln Phe

85

His Lys Gly Pro Val

100

Ser Ala Ser Gln Thr

120

Phe Asp Thr Ser Ser

135

Asn Gly Trp Val Tyr
150

Tyr Leu Leu Arg Val

165

Gly Gln Ala Gln Phe

180

Ser Gly Ser Phe Ser

200

Ser Ala Thr Asp Pro

215

Gln Pro Asp Asn Gly
230

Ile Ser Cys

245
D NO 41
H: 1253

DNA

<400> SEQUENCE: 41

gacgctcagg

tcaagatctg

tcaagaacaa

tcectgegegt

accagtcctg

tcagcatcece

gcacggggca

cctgetga

Leu

Ser

25

Ser

Gly

Asp

Ser

Met

105

Gly

Lys

Phe

Glu

Tyr

185

Pro

Ser

Gly

Ala

Val

Asn

Gln

Arg

Gly

90

Ala

Leu

Thr

His

Val

170

Gln

Ser

Ile

Lys

Tyr

Asn

Asn

Ser

Ile

Asp

Tyr

Lys

Trp

Leu

155

Leu

Ser

Gln

Leu

Ala
235

ggacggggat cgggggcectg

gcaggacggg ttcgatacca
cggetgggtyg tacttecace
cgaggttetyg gegetgeact
cgceccagate aacgtceteceg
gggegtcetac agegecaceg

gecegacaac ggeggcaagg

Gly Leu Ser Val Glu
Gly Gln Asp Gln Gly
30

Asn Pro Val Gln Asp
45

Gly Ser Lys Ser Gln
60

Gly Ser Leu Trp Gln
80

Pro Asp Asn Pro Ile
95

Leu Ala Lys Val Asp
110

Trp Phe Lys Ile Trp
125

Gly Val Asp Asn Leu
140

Pro Gln Cys Leu Ala
160

Ala Leu His Ser Ala
175

Cys Ala Gln Ile Asn
190

Thr Val Ser Ile Pro
205

Ile Asn Ile Tyr Gly
220

Tyr Asn Pro Pro Gly
240

480

540

600

660

720

780

840

878
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atgaggacga cattcgccge cgegttggca gecttegetg cgcaggaagt ggcaggcecat 60
gccatcttee aacagctetyg ggtggacgge accgactata tacgtgctcc ccttttectt 120
ttgtgtttgce ccatcctcga ttgataaccc gaggccatcce aatgctgact cttacagcac 180
ggctcctect gegtccegeat gecgetgteg aactcgcccg tcacgaacgt cggcagcagg 240
gacatgatct gcaacgccgg cacgcgcccc gtcagceggga agtgcccegt caaggecggce 300
ggcaccgtga cggttgagat gcaccaggtg ggetgatttce ctgagcgtcc tattcctcecc 360
ggaagcccct ttcccatcct ttgcecctgge taacccctce geccctcoceca gcaaccceggg 420
gatcggtcgt gtaacaacga agccatcggce ggegcccact ggggaccggt gcaggtgtac 480
ctcagcaagg tggaggacgc gagcacggceg gacgggtcga cgggctggtt caagatcttce 540

geggacacgt ggtccaagaa ggcgggcage tceggtggggg acgacgacaa ctggggeacyg 600

cgcgacctca acgegtgetyg cggcaagatg caggtcaaga teceggegga catccegteg 660

ggcgactace tgctgeggge ggaggegcetyg gegetgcaca cggegggeca ggtgggegge 720

gegcagttet acatgagetg ctaccagatce accegtgtegg geggeggeayg cgecageccg 780
gecaccegtca agtteccccegg cgcectacage gccaacgacce cgggcatcca catcaacatc 840
cacgcggeceg tgtccaacta cgtegegece ggeceggeeg tetatteegg cggcacgace 900
aaggtggcceg ggtcegggtyg ccaaggetge gagaacacgt gcaaggtegg ctegtegecce 960

acggcgacgg cgcegteggg caagagegge gegggtteceg acggeggege tgggaccgac 1020
ggegggtett cgtecttcegag ccccgacacg ggcagegegt geagegtgca ggectacggg 1080
cagtgcggcg ggaacgggta ctcecgggttge acccagtgeg cggtaagttce ggggtcegtcet 1140
gtcttttgta ggaacatccg agaggcttgg ctgacgaggce gttgttgtag cccggctata 1200
cttgcaaggce ggtctcteeg cecgtactatt cgcagtgege ccecttettet tag 1253
<210> SEQ ID NO 42

<211> LENGTH: 334

<212> TYPE: PRT

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 42

Met Arg Thr Thr Phe Ala Ala Ala Leu Ala Ala Phe Ala Ala Gln Glu
1 5 10 15

Val Ala Gly His Ala Ile Phe Gln Gln Leu Trp His Gly Ser Ser Cys
20 25 30

Val Arg Met Pro Leu Ser Asn Ser Pro Val Thr Asn Val Gly Ser Arg
35 40 45

Asp Met Ile Cys Asn Ala Gly Thr Arg Pro Val Ser Gly Lys Cys Pro
50 55 60

Val Lys Ala Gly Gly Thr Val Thr Val Glu Met His Gln Gln Pro Gly
65 70 75 80

Asp Arg Ser Cys Asn Asn Glu Ala Ile Gly Gly Ala His Trp Gly Pro
85 90 95

Val Gln Val Tyr Leu Ser Lys Val Glu Asp Ala Ser Thr Ala Asp Gly
100 105 110

Ser Thr Gly Trp Phe Lys Ile Phe Ala Asp Thr Trp Ser Lys Lys Ala
115 120 125

Gly Ser Ser Val Gly Asp Asp Asp Asn Trp Gly Thr Arg Asp Leu Asn
130 135 140

Ala Cys Cys Gly Lys Met Gln Val Lys Ile Pro Ala Asp Ile Pro Ser
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145 150 155 160
Gly Asp Tyr Leu Leu Arg Ala Glu Ala Leu Ala Leu His Thr Ala Gly
165 170 175
Gln Val Gly Gly Ala Gln Phe Tyr Met Ser Cys Tyr Gln Ile Thr Val
180 185 190
Ser Gly Gly Gly Ser Ala Ser Pro Ala Thr Val Lys Phe Pro Gly Ala
195 200 205
Tyr Ser Ala Asn Asp Pro Gly Ile His Ile Asn Ile His Ala Ala Val
210 215 220
Ser Asn Tyr Val Ala Pro Gly Pro Ala Val Tyr Ser Gly Gly Thr Thr
225 230 235 240
Lys Val Ala Gly Ser Gly Cys Gln Gly Cys Glu Asn Thr Cys Lys Val
245 250 255
Gly Ser Ser Pro Thr Ala Thr Ala Pro Ser Gly Lys Ser Gly Ala Gly
260 265 270
Ser Asp Gly Gly Ala Gly Thr Asp Gly Gly Ser Ser Ser Ser Ser Pro
275 280 285
Asp Thr Gly Ser Ala Cys Ser Val Gln Ala Tyr Gly Gln Cys Gly Gly
290 295 300
Asn Gly Tyr Ser Gly Cys Thr Gln Cys Ala Pro Gly Tyr Thr Cys Lys
305 310 315 320
Ala Val Ser Pro Pro Tyr Tyr Ser Gln Cys Ala Pro Ser Ser
325 330
<210> SEQ ID NO 43
<211> LENGTH: 798
<212> TYPE: DNA
<213> ORGANISM: Thielavia terrestris
<400> SEQUENCE: 43
atgaagctga gcgttgecat cgccgtgetg gegteggete ttgecgagge tcactgtgag 60
tgcatecgtet cactccaget actgcgaage ttgctgacga tggtccctag acaccttcece 120
cagcatcgga aacaccgctg actggcagta tgtgcggatt acaacgaact accagagcaa 180
cgggecggty acggacgtca cctceggatca aattceggtge tacgaacgga acccaggcac 240
gggagcgcayg ggcatataca acgtcaccgce cggccagacce atcaactaca acgcgaaggce 300
gtecatctee caccecgggge ccatgtectt ctacattget aaggtteceg ceggccaaac 360
cgetgegace tgggacggta agggggetgt gtggaccaag atctaccagyg acatgceccaa 420
gtteggcage agectgacct ggcccaccat gggtaagaat tctcaccctg gaaatgaacy 480
cacatttgca cagatctaac atggcctaca ggcgccaagt ctgtcccegt caccatccct 540
cgttgectee agaacggcga ttaccttetg cgagccgage acatcgetcet acacagegeg 600
agcagegteg gtggegecca gttctaccte tegtgegece agettactgt cageggegge 660
agtggcacct ggaaccccaa gaaccgggte tecttceceeg gegettacaa ggcaacagac 720
cecgggeatet tgatcaacat ctactacccece gtgecgacca gctactcegece gcceggeccyg 780
ccggctgaga cgtgctaa 798

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

D NO 44
H: 227
PRT

<400> SEQUENCE: 44
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Met Lys Leu

Ala His Tyr

Val Arg Ile

35

Thr Ser Asp
50

Gln Gly Ile
65

Lys Ala Ser

Val Pro Ala

Trp Thr Lys

115

Trp Pro Thr
130

Leu Gln Asn
145

Ser Ala Ser

Leu Thr Val

Ser Phe Pro

195

Ile Tyr Tyr
210

Glu Thr Cys
225

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

Ser Val Ala Ile Ala

Thr Phe Pro Ser Ile

20

Thr Thr Asn Tyr Gln

40

Gln Ile Arg Cys Tyr

55

Tyr Asn Val Thr Ala

70

Ile Ser His Pro Gly

85

Gly Gln Thr Ala Ala

100

Ile Tyr Gln Asp Met

120

Met Gly Ala Lys Ser

135

Gly Asp Tyr Leu Leu
150

Ser Val Gly Gly Ala

165

Ser Gly Gly Ser Gly

180

Gly Ala Tyr Lys Ala

200

Pro Val Pro Thr Ser

D NO 45
H: 1107
DNA

<400> SEQUENCE: 45

atgccttett

geccacggge

accteccttec

gacaacggcet

gccaccaacyg

aacacatggc

gegtectgeyg

ctggtegacy

aactcgtgge

gagatcatcg

ttcaacctge

ctctacaccce

accgtecegyg

tcgectecaa

acgtgtcgaa

cttacatgca

ttgttgecece

ccaagggeca

ccgagtecca

agaccgtega

gcagctegge

tcgtegagat

cgctgeacag

agatcaccgg

cgaccgaccec

ggceggeect

215

gactctectt

catcgtcatce

gaaccegece

ggatgcctte

cgecegtggte

ccacggecec

caagaccaag

gCCngtgtg

ccecgececace

cgccgaaaac

caccggeace

gggcatccte

catcteegge

Val

Gly

25

Ser

Glu

Gly

Pro

Thr

105

Pro

Val

Arg

Gln

Thr

185

Thr

Tyr

Leu

10

Asn

Asn

Arg

Gln

Met

90

Trp

Lys

Pro

Ala

Phe

170

Trp

Asp

Ser

Ala

Thr

Gly

Asn

Thr

75

Ser

Asp

Phe

Val

Glu

155

Tyr

Asn

Pro

Pro

tccaccctygy

aacggggtct

atcgtggteg

geccagtggeg

geegegggayg

gtcatcgact

ctcgagttet

tggggCtCCg

atcgcgeegyg

gccgacggcg

gecacccect

gtcaacatct

gecegtceagea

Ser Ala Leu
Ala Asp Trp
30

Pro Val Thr
45

Pro Gly Thr
60

Ile Asn Tyr

Phe Tyr Ile

Gly Lys Gly

110

Gly Ser Ser
125

Thr Ile Pro
140

His Ile Ala

Leu Ser Cys

Pro Lys Asn
190

Gly Ile Leu
205

Pro Gly Pro
220

cgggtgecge
cgtaccaggyg
getggactge
atatcatctg
acaagatctt
acctcgegag
tcaagatcga
accagctcat
gcaactacgt
cccagaacta
ceggegtece
acagcgcecc

tcgeccagte

Ala Glu
15

Gln Tyr

Asp Val

Gly Ala

Asn Ala

Ala Lys
95

Ala Val

Leu Thr

Arg Cys

Leu His

160

Ala Gln
175

Arg Val

Ile Asn

Pro Ala

atcecgtggec
ttacgatccg
cgcecgacacyg
ccacaagaac
catccagtygyg
ctgeggcage
cgaggtegge
cgccaacaac
cctgegecac
ccegecagtge
cggcaccteg
gatcacctac

ctecctecgee

60

120

180

240

300

360

420

480

540

600

660

720

780
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atcaccgect
accacaactt
acttccacaa
gececegtect
ggctgetect
gegegagggy
<210> SEQ I

<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

ceggeaccge
ccaccaccaa
ccaccaccag
ctgeegeage
ctggeegete
ctgaggaggce
D NO 46

H: 368
PRT

<400> SEQUENCE: 46

Met Pro Ser
1

Ala Ser Val
Val Ser Tyr
35

Pro Pro Ile
50

Val Ala Pro
65

Ala Thr Asn

Phe Ile Gln

Asp Tyr Leu

115

Thr Lys Leu
130

Ser Ser Ala
145

Asn Ser Trp

Val Leu Arg

Gly Ala Gln
195

Gly Thr Ala
210

Thr Asp Pro
225

Thr Val Pro

Ser Ser Ser

Thr Ala Pro

275

Ala Ala Ala
290

Thr Thr Ser
305

cctgacegge

cgecegegget

cgecegegged

cgcegecace

caggaagcag

aaactga

Phe Ala Ser Lys Thr

Ala Ala His Gly His

Gln Gly Tyr Asp Pro

40

Val Val Gly Trp Thr

55

Asp Ala Phe Ala Ser

70

Ala Lys Gly His Ala

85

Trp Asn Thr Trp Pro

100

Ala Ser Cys Gly Ser

120

Glu Phe Phe Lys Ile

135

Pro Gly Val Trp Gly
150

Leu Val Glu Ile Pro

165

His Glu Ile Ile Ala

180

Asn Tyr Pro Gln Cys

200

Thr Pro Ser Gly Val

215

Gly Ile Leu Val Asn
230

Gly Pro Ala Leu Ile

245

Ala Ile Thr Ala Ser

260

Ala Ala Ala Ala Ala

280

Ala Thr Ser Ala Ala

295

Ala Ala Ala Val Val
310

tctgccacey

getgetaccet

gtggtccaga

accaccgegyg

cegegecged

Leu

Val

Thr

Ala

Gly

Val

Glu

105

Ala

Asp

Ser

Pro

Leu

185

Phe

Pro

Ile

Ser

Gly
265
Thr

Ala

Gln

Leu

10

Ser

Ser

Ala

Asp

Val

Ser

Ser

Glu

Asp

Thr

170

His

Asn

Gly

Tyr

Gly

250

Thr

Thr

Ala

Thr

Ser

Asn

Phe

Asp

Ile

75

Ala

His

Cys

Val

Gln

155

Ile

Ser

Leu

Thr

Ser

235

Ala

Ala

Thr

Ala

Ser
315

cacccgeege cgecgetget
ctgetgetge tgetgetggt
cctectecte ctectectee
ctgeccagege ccgeccgace

acgcgeggga tatggtggtt

Thr Leu Ala Gly Ala
15

Ile Val Ile Asn Gly
Pro Tyr Met Gln Asn
45

Thr Asp Asn Gly Phe
60

Ile Cys His Lys Asn
80

Ala Gly Asp Lys Ile
95

His Gly Pro Val Ile
110

Glu Thr Val Asp Lys
125

Gly Leu Val Asp Gly
140

Leu Ile Ala Asn Asn
160

Ala Pro Gly Asn Tyr
175

Ala Glu Asn Ala Asp
190

Gln Ile Thr Gly Thr
205

Ser Leu Tyr Thr Pro
220

Ala Pro Ile Thr Tyr
240

Val Ser Ile Ala Gln
255

Leu Thr Gly Ser Ala
270

Ser Thr Thr Asn Ala
285

Gly Thr Ser Thr Thr
300

Ser Ser Ser Ser Ser
320

840

900

960

1020

1080

1107
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182

Ala Pro Ser

Ala Arg Pro

Arg His Ala
355

<210> SEQ I
<211> LENGT.
<212> TYPE:

Ser Ala Ala Ala Ala Ala Thr Thr

325

330

Thr Gly Cys Ser Ser Gly Arg Ser

340

345

Arg Asp Met Val Val Ala Arg Gly

D NO 47
H: 993
DNA

360

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 47

atgcegecceyg

accgeecteg

ttcgaccege

gtcgacgacyg

gecggeacca

tggaacggct

tcggacacgg

tccageccga

aagcgctggg

geggggcetge

dcgaggaaga

ggtgataata

gatgcgtatg

acggeagege

gtgccgtacyg

acaaggacta

atgaagggga

<210> SEQ I
<211> LENGT.
<212> TYPE:

cactccctcea

cccactcaca

gecegecacca

gettegtcac

gcccggcecgg

ggccggtegg

gCthangg

ccatgcagaa

ccaccgacgt

cgaccggage

acggggcgca

gtagtgtgge

acgcgegegy

tgtcgtegta

cgcagcagag

dcgagacgge

gggggtatga
D NO 48

H: 330
PRT

actcctaacc

cctegegtac

ggccaactac

geeggecaac

ccacgegecc

ccacatcggt

ccagaacaag

cgtegeegge

getgatcgee

gtacgtgcetyg

gaactatccyg

tgcaacgacyg

gttctacaag

tgtecgtgece

ccegagegty

gecegtacacyg

teggegggge

acggtectga

attatcgtta

ccttecegygy

tactccaccce

gtgcgecegg

ccegtgetgt

accgcgetge

gegggeacee

gccaacaaca

cgcaacgaga

ctctgcatga

geggeggtga

gagaacgatc

dggcecgacgyg

thangng

ggcgecatga

tag

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 48

Met Pro Pro
1

Thr Leu Gly

Val Asn Gly
35

Asn Tyr Pro
50

Phe Val Thr
65

Ala Gly Thr

Ile His Val

Ala Leu Pro Gln Leu

Ser Thr Ala Leu Ala

20

Lys Leu Tyr Gln Gly

40

Ser Arg Val Gly Trp

55

Pro Ala Asn Tyr Ser

70

Ser Pro Ala Gly His

85

Gln Trp Asn Gly Trp

Leu

His

25

Phe

Ser

Thr

Ala

Pro

Thr

10

Ser

Asp

Thr

Pro

Pro

90

Val

Thr

His

Pro

Gly

Asp

75

Val

Gly

Thr Ala Ala
Arg Lys Gln
350

Ala Glu Glu
365

cecgeecteac
acggcaagcet
tegggtggte
cggacatcat
gegaccgeat
cgtacctege
ggtggaccaa
agggcgaggyg
getggeaggt
tcatcgeget
acctgtgggt
€ggcgggggy
cgggegtget
tggcggcggy
cgggcacgece

cgcegacggt

Val Leu Thr

Leu Ala Tyr
30

Arg Pro His
45

Ala Val Asp
60
Ile Ile Cys

Arg Pro Gly

His Ile Gly

Ala Ser
335

Pro Arg

Ala Asn

ccteggttec
ctaccaggge
caccggegec
ttgccacatce
ccacgtccag
cecgetgegag
gatcgacgac
cacccecgge
cgecegtgecay
gcactacgeg
ggacgccagt
tctgcagatyg
ggtcaatgte
cgccacgecyg
cgtegtegtt

tgcggcgagg

Ala Leu
15

Ile Ile

Gln Ala

Asp Gly

His Ile
80

Asp Arg
95

Pro Val

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

993
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184

Leu Ser Tyr
115

Asn Lys Thr
130

Met Gln Asn
145

Lys Arg Trp

Val Ala Val

Glu Ile Ile

195

Tyr Pro Leu
210

Ser Val Ala
225

Asp Ala Tyr

Leu Val Asn

Thr Val Ala

275

Ser Val Ser
290

Glu Thr Ala
305

Met Lys Gly

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

100

Leu Ala Arg Cys Glu

120

Ala Leu Arg Trp Thr

135

Val Ala Gly Ala Gly
150

Ala Thr Asp Val Leu

165

Pro Ala Gly Leu Pro

180

Ala Leu His Tyr Ala

200

Cys Met Asn Leu Trp

215

Ala Thr Thr Ala Ala
230

Asp Ala Arg Gly Phe

245

Val Thr Ala Ala Leu

260

Ala Gly Ala Thr Pro

280

Thr Ala Ala Gly Thr

295

Pro Tyr Thr Gly Ala
310

Arg Gly Tyr Asp Arg

325

D NO 49
H: 1221
DNA

<400> SEQUENCE: 49

atgaagacat

gacaacgcca

ctggccacaa

tgtgcteget

ctagccttac

ttgagctgaa

gtctetegat

tgcaacgcca

attcteeget

cgectgeceeyg

caccatatcc

geggtetggt

gtacgtgtac

agcccgagec

tcaccgeect

ccattggegy

ctctataggt

accgaccatg

gtcgaccegt

ctgcacctee

ccatcecegygy

attccacccce

ggacgctety

acacgggetyg

atttcaaccyg

tcaagatcaa

ccegteccag

tacgcactaa

cctggecgea

ccagttttat

gtcataaatt

tggtcecegte

atttagcaac

ctagaatcce

caacggeccg

ggccaagete

gectgagteg

ccaggactgg

gccacacgca

dgagggeggce

agagccaaag

ccectetect

105

Ser

Lys

Thr

Ile

Thr

185

Ala

Val

Val

Tyr

Ser

265

Val

Pro

Met

Arg

Asp

Ile

Gln

Ala

170

Gly

Arg

Asp

Thr

Lys

250

Ser

Pro

Val

Thr

Gly
330

Thr

Asp

Gly

155

Ala

Ala

Lys

Ala

Ala

235

Glu

Tyr

Tyr

Val

Pro
315

geeggecteyg

caggtactct

aacaagccac

tcagcaagec

cttggcacgt

geggtgetaa

gtcacggacyg

cacgccactyg

cacgttggee

atgccgggea

ctgacccata

cgcgacggea

ccececcectte

tccecectega

110

Gly Cys Thr
125

Asp Ser Ser
140

Glu Gly Thr

Asn Asn Ser

Tyr Val Leu

190

Asn Gly Ala
205

Ser Gly Asp
220

Gly Gly Leu

Asn Asp Pro

Val Val Pro

270

Ala Gln Gln
285

Val Thr Arg
300

Thr Val Ala

tcgecggeca
accgctteac
cgtecegeag
actcacacge
agtatttatt
cattctttca
tcactctcat
cegetgeegy
ccgtceatcac
cttegtagga
tgtectgteta
cttccaacac
aacaaagcaa

aaacacagac

Gly Gln

Pro Thr

Pro Gly
160

Trp Gln
175

Arg Asn

Gln Asn

Asn Ser

Gln Met
240

Gly Val
255

Gly Pro

Ser Pro

Thr Ser

Ala Arg
320

tggatatgtce
ccaaggteceg
ttctatcagyg
ccatgatcce
gtcccaaata
gecegacagg
cgacctgeag
ctcggacgty
ctacatggee
geccatettyg
ccectgecagt
ctgggecgac
acatctcaat

ccegetgatyg

60

120

180

240

300

360

420

480

540

600

660

720

780

840
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185 186

-continued
acggcgccca cctcegtacac gtacacgatce ccctectgec tgaagaaggg ctactacctg 900
gtcecgcecacg agatcatcge getgcacgec gectacacct accccggege gcagttctac 960

cegggetgee accagetcaa cgtcacggge ggcgggteca cegtaccegte gageggectg 1020
gtggeccttte ccggggcgta caagggcagt gaccccggga ttacgtacga tgcgtataaa 1080
ggtgggttgg ctggttggce caggtcttgg tgatggggga atgtggtgat gaggtttatt 1140
atttgggatc ccgtggctaa cgtaaccctg ggtgtagege aaacgtacca gattcctggg 1200
ccggeggtet ttacttgetg a 1221
<210> SEQ ID NO 50

<211> LENGTH: 236

<212> TYPE: PRT

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 50

Met Lys Thr Phe Thr Ala Leu Leu Ala Ala Ala Gly Leu Val Ala Gly
1 5 10 15

His Gly Tyr Val Asp Asn Ala Thr Ile Gly Gly Gln Phe Tyr Gln Asn
20 25 30

Pro Ala Val Leu Thr Phe Phe Gln Pro Asp Arg Val Ser Arg Ser Ile
35 40 45

Pro Gly Asn Gly Pro Val Thr Asp Val Thr Leu Ile Asp Leu Gln Cys
50 55 60

Asn Ala Asn Ser Thr Pro Ala Lys Leu His Ala Thr Ala Ala Ala Gly
65 70 75 80

Ser Asp Val Ile Leu Arg Trp Thr Leu Trp Pro Glu Ser His Val Gly
85 90 95

Pro Val Ile Thr Tyr Met Ala Arg Cys Pro Asp Thr Gly Cys Gln Asp
100 105 110

Trp Met Pro Gly Thr Ser Ala Val Trp Phe Lys Ile Lys Glu Gly Gly
115 120 125

Arg Asp Gly Thr Ser Asn Thr Trp Ala Asp Thr Pro Leu Met Thr Ala
130 135 140

Pro Thr Ser Tyr Thr Tyr Thr Ile Pro Ser Cys Leu Lys Lys Gly Tyr
145 150 155 160

Tyr Leu Val Arg His Glu Ile Ile Ala Leu His Ala Ala Tyr Thr Tyr
165 170 175

Pro Gly Ala Gln Phe Tyr Pro Gly Cys His Gln Leu Asn Val Thr Gly
180 185 190

Gly Gly Ser Thr Val Pro Ser Ser Gly Leu Val Ala Phe Pro Gly Ala
195 200 205

Tyr Lys Gly Ser Asp Pro Gly Ile Thr Tyr Asp Ala Tyr Lys Ala Gln
210 215 220

Thr Tyr Gln Ile Pro Gly Pro Ala Val Phe Thr Cys
225 230 235

<210> SEQ ID NO 51

<211> LENGTH: 933

<212> TYPE: DNA

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 51

atggecttge tgctettgge aggettggece attetggecyg ggecggcetceca tgceccacgge 60

ggcctegeca actacacagt gggcaacacce tggtataggg ggtgcegtaag gggggcacceg 120
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188

-continued
acaacgcctg cttagtaact ccaccatttce gagcgggcta acaccgggeyg cagctacgac 180
cecttecacge cggeggecga ccagategge cagecgtgga tgatccaacyg cgcegtgggac 240
tcgatcgace cgatcttcag cgtcaacgac aaggcgcteg cctgcaacac cccggecacyg 300
gegecgaccet cttacattcee catcecgegeg ggcgagaaca tcacggecgt gtactggtac 360
tggctgcace cggtgggece catgacggeg tggetggege ggtgcgacgyg cgactgecge 420
gacgccgacyg tcaacgagge gcgetggttce aagatctggg aggccggect getcageggyg 480
ccgaacctgg ccgagggcat gtggtaccag aaggcegttece agaactggga cggcagcccg 540
gacctgtgge ccgtcacgat cccggecggg ctgaagageg gectgtacat gatccggeac 600
gagatcttgt cgatccacgt cgaggataaa ccgcagtttt atcccgagtg tgegcatctg 660
aatgtgaccyg ggggtgggga cctgctgecg cctgatgagt ttttggtgaa gtteccggge 720
gcttacaaag aagatagtga gtgaaacgcg aagctteggt agccattggg ttgecgctgat 780
ggaggttaga cccgtcgatce aagatcaata tctactcgga ccagtacgcc aatacaacgg 840
tgagtgtaac aggtcgagca aaaccaaaca gatgccgatyg actgatgatc tcagaattac 900
acaattccecg gagggccgat atgggatggg tga 933

<210> SEQ I
<211> LENGT.
<212> TYPE:
<213> ORGAN

D NO 52
H: 250
PRT

ISM: Thielavia terrestris

<400> SEQUENCE: 52

Met Ala Leu
1

His Ala His
Arg Gly Tyr
35

Trp Met Ile
50

Asn Asp Lys
65

Tyr Ile Pro

Trp Leu His

Gly Asp Cys

115

Trp Glu Ala
130

Tyr Gln Lys
145

Val Thr Ile

Glu Ile Leu

Cys Ala His
195

Glu Phe Leu
210

Leu Leu Leu Ala Gly

Gly Gly Leu Ala Asn

20

Asp Pro Phe Thr Pro

40

Gln Arg Ala Trp Asp

Ala Leu Ala Cys Asn

70

Ile Arg Ala Gly Glu

85

Pro Val Gly Pro Met

100

Arg Asp Ala Asp Val

120

Gly Leu Leu Ser Gly

135

Ala Phe Gln Asn Trp
150

Pro Ala Gly Leu Lys

165

Ser Ile His Val Glu

180

Leu Asn Val Thr Gly

200

Val Lys Phe Pro Gly

215

Leu

Tyr

25

Ala

Ser

Thr

Asn

Thr

105

Asn

Pro

Asp

Ser

Asp
185

Gly

Ala

Ala

10

Thr

Ala

Ile

Pro

Ile

90

Ala

Glu

Asn

Gly

Gly

170

Lys

Gly

Tyr

Ile

Val

Asp

Asp

Ala

75

Thr

Trp

Ala

Leu

Ser

155

Leu

Pro

Asp

Lys

Leu Ala Gly
Gly Asn Thr
30

Gln Ile Gly
45

Pro Ile Phe
60

Thr Ala Pro

Ala Val Tyr

Leu Ala Arg
110

Arg Trp Phe
125

Ala Glu Gly
140

Pro Asp Leu

Tyr Met Ile

Gln Phe Tyr

190

Leu Leu Pro
205

Glu Asp Asn
220

Pro Ala
15

Trp Tyr

Gln Pro

Ser Val

Thr Ser

80

Trp Tyr
95

Cys Asp

Lys Ile

Met Trp

Trp Pro
160

Arg His
175
Pro Glu

Pro Asp

Pro Ser
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189

-continued

190

Ile Lys Ile Asn Ile Tyr Ser Asp Gln Tyr Ala Asn Thr Thr Asn Tyr
225 230 235 240

Thr Ile Pro Gly Gly Pro Ile Trp Asp Gly
245 250

<210> SEQ ID NO 53

<211> LENGTH: 1584

<212> TYPE: DNA

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 53

atgatgcegt cccttgtteg cttetcaatyg ggtetggega cegecttege ctegetgtece
acagcacata ccgtettcac cacgetttte atcaacggeg tegaccaagyg ggacgggacce
tgcatccgea tggeccaagaa gggcagegtt tgcacccate ccattgetgyg tggectegac
agcccagaca tggettgtgg tatgeecctet gegtttecee tgegagaget ttectegage
taacccaatyg ccgegttgee caggecgaga cggacaacaa geegtggeat tcacctgece
agecceeggeyg ggctecaagt tgagettega gttecgeatyg tgggecgacy cctetcagee
cggetetate gacccatcee accteggete gacggcaate tacctcaaac aagtctccaa
catcagctee gacteggetg ccggecctygyg ctggttcaag atctacgecy agggetacga
cacagccgee aagaagtggg ccacagagaa getcatcgac aacggeggece tgetgageat
cgagetteeg cccactetge cggegggata ctacctegee cgecagegaga tegtcaccat
ccagaacgte accaacgacce acgtcgacce gecagttctac gttggetgeyg cacagetett
cgtecagggg ccteecgacca cccccacegt ceegecagac agactegtet ccateceggyg
ccacgtcecat gectecgace cggggetgac cttcaacate tggegegacyg accectcecaa
gacggcctac accgtegteg geceggecee ctteteccee accgeegece cecacceceac
ctccaccaac accaacggge agcaacaaca acaacagcaa caggcgataa agcagacgga
cggegtgate cccgecgact gecagetcaa gaacgccaac tggtgeggeyg cegaggtgece
cgegtacgee gacgaggceg getgetggge gtegteggee gactgetteyg ccecagetgga
cgectgetac acgteggege cgcccacggyg cagecgegge tgecggetgt gggaggactyg
gtgcacegge attcagcagg getgecgege ggggeggtgyg cgggggecge cgecctttea
tggggagggg gcagcagegg aggtgtgaac ggttcgggga cgggtggegg tggtggtggt
ggtggtggty gcactggete ttettegget tcetgecccga cggagacgge ctetgetgge
cgggggggeyg caagaatage tgcegtggee ggetgeggag gegggacagyg agacatggtt
gaagaggttt tecctetttta ttgggacget tgcageggcet ggecgacggag cegtggtggt
ggttcgatte ttgcgagget tatccttcat gtecttette cacttttgag accgaggega
geecectegayg tecatttact tetettecac ctgtacctca acttetgtta tecaggaacce

agtggtttct ataatcgect gagcattaaa ctaggcatat ggccaagcaa aatgtcegect

gatgtagcge attacgtgaa ataa

<210> SEQ ID NO 54

<211> LENGTH: 478

<212> TYPE: PRT

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 54

Met Met Pro Ser Leu Val Arg Phe Ser Met Gly Leu Ala Thr Ala Phe
1 5 10 15

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1584
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192

Ala

Gly

Ser

Ala

65

Pro

Ser

Tyr

Gly

Trp

145

Leu

Asp

225

Ala

Thr

Gln

Lys

Ala

305

Cys

Glu

Arg

Ser

Gly
385
Ala

Arg

Pro

Ser

Val

Val

50

Cys

Ala

Gln

Leu

Trp

130

Ala

Pro

Thr

Gly

Pro

210

Pro

Tyr

Pro

Ala

Asn

290

Gly

Tyr

Asp

Gly

Ala

370

Gly

Cys

Leu

Arg

Leu

Asp

35

Cys

Gly

Gly

Pro

Lys

115

Phe

Thr

Pro

Ile

Cys

195

Pro

Gly

Thr

Thr

Ile

275

Ala

Cys

Thr

Trp

Pro

355

Gly

Thr

Ser

Ile

Val

Ser

20

Gln

Thr

Arg

Ser

Gly

100

Gln

Lys

Glu

Thr

Gln

180

Ala

Asp

Leu

Val

Ser

260

Lys

Asn

Trp

Ser

Cys

340

Pro

Arg

Gly

Gly

Leu
420

His

Thr

Gly

His

Asp

Lys

85

Ser

Val

Ile

Lys

Leu

165

Asn

Gln

Arg

Thr

Val

245

Thr

Gln

Trp

Ala

Ala

325

Thr

Pro

Gly

Asp

Trp

405

His

Leu

Ala

Asp

Pro

Gly

70

Leu

Ile

Ser

Tyr

Leu

150

Pro

Val

Leu

Leu

Phe

230

Gly

Asn

Thr

Cys

Ser

310

Pro

Gly

Phe

Gly

Met
390
Arg

Val

Leu

His

Gly

Ile

55

Gln

Ser

Asp

Asn

Ala

135

Ile

Ala

Thr

Phe

Val

215

Asn

Pro

Thr

Asp

Gly

295

Ser

Pro

Ile

His

Ala

375

Val

Arg

Leu

Leu

Thr

Thr

40

Ala

Gln

Phe

Pro

Ile

120

Glu

Asp

Gly

Asn

Val

200

Ser

Ile

Ala

Asn

Gly

280

Ala

Ala

Thr

Gln

Gly

360

Arg

Glu

Ser

Leu

Phe

Val

Cys

Gly

Ala

Glu

Ser

105

Ser

Gly

Asn

Tyr

Asp

185

Gln

Ile

Trp

Pro

Gly

265

Val

Glu

Asp

Gly

Gln

345

Glu

Ile

Glu

Arg

Pro
425

His

Phe

Ile

Gly

Val

Phe

90

His

Ser

Tyr

Gly

Tyr

170

His

Gly

Pro

Arg

Phe

250

Gln

Ile

Val

Cys

Ser

330

Gly

Gly

Ala

Val

Gly
410

Leu

Leu

Thr

Arg

Leu

Ala

75

Arg

Leu

Asp

Asp

Gly

155

Leu

Val

Pro

Gly

Asp

235

Ser

Gln

Pro

Pro

Phe

315

Arg

Cys

Ala

Ala

Phe
395
Gly

Leu

Tyr

Thr

Met

Asp

60

Phe

Met

Gly

Ser

Thr

140

Leu

Ala

Asp

Pro

His

220

Asp

Pro

Gln

Ala

Ala

300

Ala

Gly

Arg

Ala

Val

380

Leu

Gly

Arg

Leu

Leu

Ala

45

Ser

Thr

Trp

Ser

Ala

125

Ala

Leu

Arg

Pro

Thr

205

Val

Pro

Thr

Gln

Asp

285

Tyr

Gln

Cys

Ala

Ala

365

Ala

Phe

Ser

Pro

Asn

Phe

30

Lys

Pro

Cys

Ala

Thr

110

Ala

Ala

Ser

Ser

Gln

190

Thr

His

Ser

Ala

Gln

270

Cys

Ala

Leu

Arg

Gly

350

Glu

Gly

Tyr

Ile

Arg
430

Phe

Ile

Lys

Asp

Pro

Asp

Ala

Gly

Lys

Ile

Glu

175

Phe

Pro

Ala

Lys

Ala

255

Gln

Gln

Asp

Asp

Leu

335

Arg

Thr

Cys

Trp

Leu
415

Arg

Cys

Asn

Gly

Met

Ala

80

Ala

Ile

Pro

Lys

Glu

160

Ile

Tyr

Thr

Ser

Thr

240

Pro

Gln

Leu

Glu

Ala

320

Trp

Trp

Ala

Gly

Asp

400

Ala

Ala

Tyr
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193 194

-continued

435 440 445

Pro Gly Thr Ser Gly Phe Tyr Asn Arg Leu Ser Ile Lys Leu Gly Ile
450 455 460

Trp Pro Ser Lys Met Ser Pro Asp Val Ala His Tyr Val Lys
465 470 475

<210> SEQ ID NO 55

<211> LENGTH: 868

<212> TYPE: DNA

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 55

atgcagctee tegtgggett getgettgea geegtggetg ctcegagcaca ttgtatttet 60
acccctttee gegtgectee cagectcaag gcaagaagac gecacgcagca gctaacggac 120
cctatcagac acatttecca gactegtggt aaatgggcag ceccgaggaca aggactggte 180
ggttacgege atgaccaaga acgcgcagag caagcaggga gtccaggacce cgaccagtec 240
cgacattege tgctacacgt cgcagacgge gectaacgtg getacggtee ctgecggage 300
caccgtccat tacatatcga ctcagcagat caaccacceg ggcccgacge agtactacct 360

cgccaaggta ccggeggggt cgteggecaa gacgtgggac gggtcagggg ccegtetggtt 420

caagatcteg accaccatge cttacttgga caacaacaag cagcttgtet ggccgaatca 480
gagtaggaac aattcccgcet ccaatctteg atttggectt gagctacgge cgattgcatg 540
ggagagaccyg ttgactgacg gggcaaccca accttcatca gacacgtaca cgacggtcaa 600
cacgaccatc cccgecgata cgcccagtgg ggaataccte cteegggteg agcagatcge 660
getgcacctyg gectegcage ccaacgggge tcagttectac ctggectget cgcagatcca 720
gattacggge ggcggcaacg gcacgeccgg cccgcetagte gegttgecegyg gggegtacaa 780
gagcaacgac ccgggcattt tggtcaacat ctactctatg cagcceggeg attacaagec 840
gccegggeeg ccggtgtgga gtggctga 868

<210> SEQ ID NO 56

<211> LENGTH: 230

<212> TYPE: PRT

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 56

Met Gln Leu Leu Val Gly Leu Leu Leu Ala Ala Val Ala Ala Arg Ala
1 5 10 15

His Tyr Thr Phe Pro Arg Leu Val Val Asn Gly Gln Pro Glu Asp Lys
20 25 30

Asp Trp Ser Val Thr Arg Met Thr Lys Asn Ala Gln Ser Lys Gln Gly
35 40 45

Val Gln Asp Pro Thr Ser Pro Asp Ile Arg Cys Tyr Thr Ser Gln Thr
50 55 60

Ala Pro Asn Val Ala Thr Val Pro Ala Gly Ala Thr Val His Tyr Ile
65 70 75 80

Ser Thr Gln Gln Ile Asn His Pro Gly Pro Thr Gln Tyr Tyr Leu Ala
85 90 95

Lys Val Pro Ala Gly Ser Ser Ala Lys Thr Trp Asp Gly Ser Gly Ala
100 105 110

Val Trp Phe Lys Ile Ser Thr Thr Met Pro Tyr Leu Asp Asn Asn Lys
115 120 125

Gln Leu Val Trp Pro Asn Gln Asn Thr Tyr Thr Thr Val Asn Thr Thr
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196

130

Ile Pro Ala
145

Ile Ala Leu

Ala Cys Ser

Pro Leu Val

195

Leu Val Asn
210

Pro Pro Val
225

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

135

Asp Thr Pro Ser Gly
150

His Leu Ala Ser Gln

165

Gln Ile Gln Ile Thr

180

Ala Leu Pro Gly Ala

200

Ile Tyr Ser Met Gln

215

Trp Ser Gly
230

D NO 57
H: 1068
DNA

<400> SEQUENCE: 57

atgaagctgt

cgtaggttee

tgtagaaatc

ccggtaatat

tggcctggga

ccecegeagac

ccagcaagac

gggacggcaa

ctegtgetee

caaccggege

ccaacattcce

agagactaac

cgggcaagta

ggtacgtcaa

ttgccaggtt

cagaggecte

ggcatcaagg

aggctgeteg

<210> SEQ I

<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

acctggegge
cecgtetatet
cacgggattce
ctaccttget
gggegectac
ggacatcaac
tgagacggec
cggcaagtac
gaacgacgac
cgecegtetee
tcgeccaate
tccagaggaa
cctgatgege
ctgegeccac
tcceggeace
gggatagett
tgcecgttgaa
agtacaagcc
D NO 58

H: 257
PRT

<400> SEQUENCE: 58

ctttctagge

ccctaggggt

tacttgtcaa

cteccettette

gaaccggaaa

aacccgaaca

gacatactgg

ggegtgttet

ctggaggact

aataccgagt

gatccccaac

cctacctagt

atcgagcagt

gtcaacatca

tacactgttg

gctaacctty

ccagategte

ccegggecca

Glu

Pro

Gly

185

Tyr

Pro

Tyr

Asn

170

Gly

Lys

Gly

Leu

155

Gly

Gly

Ser

Asp

geegtegeca

agcaccacga

cggcaccgaa

cacaaccagc

aataccccaa

tcacctgegy

ceggetcaga

ggcatccegyg

accgcggega

ggctgctgtg

ctggtcacca

tcaacttcac

tcatgececte

teggeccegy

acgatccegyg

tttgctetet

aacagcggag

gegetgtgga

140

Leu Arg Val

Ala Gln Phe

Asn Gly Thr

190

Asn Asp Pro
205

Tyr Lys Pro
220

ccecegggage

ctaatttctc
acgccggaat
ctaacacatc
caccgagtte
caggaacgcg
ggteggette
gecggggeag
cggagactgg
gaacaagcat
tggcggegte
catccccaag
cacggtcgaa
cggaggcacyg
taagccggac
ctctttttcet
agttgccgea

ctggttga

Glu Gln
160

Tyr Leu
175

Pro Gly

Gly Ile

Pro Gly

gttegeteat
gtegteccce
ggaaatacgt
atcagtgacg
tttaagacgce
ttcgactegy
cgegtetegt
atctacctet
ttcaagatcg
gacgtgagce
cgggatgcaa
acgacgcege
tacagccagt
ccgacggget
ctaccggaca
ctceccgacta

ggaccaactg

Met Lys Leu Tyr Leu Ala Ala Phe Leu Gly Ala Val Ala Thr Pro Gly

1

5

10

15

Ala Phe Ala His Gln Ile His Gly Ile Leu Leu Val Asn Gly Thr Glu

20

25

30

Thr Pro Glu Trp Lys Tyr Val Arg Asp Val Ala Trp Glu Gly Ala Tyr

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1068
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-continued

198

35

Glu Pro Glu
50

Thr Asp Ile
65

Ser Ala Ser

Gly Phe Arg

His Pro Gly

115

Leu Glu Asp
130

Ala Ala Val
145

Asn Phe Thr

Ile Glu Gln

Asn Cys Ala

195

Gly Phe Ala
210

Lys Val Pro
225

Gln Leu Arg

Gly

<210> SEQ I
<211> LENGT.
<212> TYPE:

40

Lys Tyr Pro Asn Thr

55

Asn Asn Pro Asn Ile

70

Lys Thr Glu Thr Ala

85

Val Ser Trp Asp Gly

100

Pro Gly Gln Ile Tyr

120

Tyr Arg Gly Asp Gly

135

Ser Asn Thr Glu Trp
150

Ile Pro Lys Thr Thr

165

Phe Met Pro Ser Thr

180

His Val Asn Ile Ile

200

Arg Phe Pro Gly Thr

215

Leu Asn Gln Ile Val
230

Leu Leu Glu Tyr Lys

245
D NO 59
H: 871

DNA

Glu

Thr

Asp

Asn

105

Leu

Asp

Leu

Pro

Val

185

Gly

Tyr

Asn

Pro

Phe

Cys

Ile

90

Gly

Ser

Trp

Leu

Pro

170

Glu

Pro

Thr

Ser

Pro
250

<213> ORGANISM: Thermoascus crustaceus

<400> SEQUENCE: 59

atggcetttt

getggecatyg

cttactatct

aaagaaagaa

ccaatatcca

ccteggatte

caagcctgea

tccatggect

ctgttecace

cgatgacaac

ctggactgte

cattgetete

cctgaaggte

ctacaaggat

cccagataat

getttgttea

gatgtcattt

agaaagaaag

tacatgtcag

gtggacggta

geecctgactyg

gattctcace

gtggacaaga

agtcctectyg

accatcccaa

cactcagetyg

actggaaatg

acagatccgg

ggctattace

gaatatcgtyg

acaagaaagg

ctgacaaaaa

atcctecgga

ccggatacca

cccaagtgge

acggcceggt

cccaattgaa

gtatctggge

ccacaactge

ggaacaagga

gttetggcaa

gaattctgat

Phe

Gly

75

Leu

Lys

Arg

Phe

Trp

155

Gly

Tyr

Gly

Val

Gly

235

Gly

ggcgttttte

attgatggta

gcacagacac

ttcaacaagt

ggththgC

aggacctgat

cgccggagga

gatcaactac

attcttcaag

ctcagacaat

acctggaaac

tggtgcgcag

tcctectget

caatatctac

45

Lys Thr Pro
60

Arg Asn Ala

Ala Gly Ser

Tyr Gly Val

110

Ala Pro Asn
125

Lys Ile Ala
140

Asn Lys His

Lys Tyr Leu

Ser Gln Trp

190

Gly Gly Thr
205

Asp Asp Pro
220

Glu Leu Pro

Pro Ala Leu

ttgcctetge
aaaggtacct
aagcggcaaa
tatggcgggt
tggtctacca
atcatctgee
accgtcaage
cttgctectt
atcgcccagyg
ctgatagegyg
tatgttctaa
aactatccce
ggtgctettyg

cagaaacttt

Pro Gln
Phe Asp
80

Glu Val
95

Phe Trp

Asp Asp

Thr Gly

Asp Phe
160

Met Arg
175

Tyr Val

Pro Thr

Gly Ile

Gln Asp
240

Trp Thr
255

ttcecctggty
aactacctac
aaaaagaaag
acatcgtgaa
ccgcaaccga
acaggggcege
tggaatggac
gcaacggtga
ccggteteat
ccaacaacag
ggcatgagat
agtgcatcaa
gaacggcact

ccagctatgt

60

120

180

240

300

360

420

480

540

600

660

720

780

840
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tattcectggt cctgectttgt acactggtta g 871

<210> SEQ ID NO 60

<211> LENGTH: 251

<212> TYPE: PRT

<213> ORGANISM: Thermoascus crustaceus

<400> SEQUENCE: 60

Met Ala Phe Ser Gln Ile Met Ala Ile Thr Gly Val Phe Leu Ala Ser
1 5 10 15

Ala Ser Leu Val Ala Gly His Gly Phe Val Gln Asn Ile Val Ile Asp
Gly Lys Ser Tyr Gly Gly Tyr Ile Val Asn Gln Tyr Pro Tyr Met Ser
35 40 45

Asp Pro Pro Glu Val Val Gly Trp Ser Thr Thr Ala Thr Asp Leu Gly
50 55 60

Phe Val Asp Gly Thr Gly Tyr Gln Gly Pro Asp Ile Ile Cys His Arg
65 70 75 80

Gly Ala Lys Pro Ala Ala Leu Thr Ala Gln Val Ala Ala Gly Gly Thr
85 90 95

Val Lys Leu Glu Trp Thr Pro Trp Pro Asp Ser His His Gly Pro Val
100 105 110

Ile Asn Tyr Leu Ala Pro Cys Asn Gly Asp Cys Ser Thr Val Asp Lys
115 120 125

Thr Gln Leu Lys Phe Phe Lys Ile Ala Gln Ala Gly Leu Ile Asp Asp
130 135 140

Asn Ser Pro Pro Gly Ile Trp Ala Ser Asp Asn Leu Ile Ala Ala Asn
145 150 155 160

Asn Ser Trp Thr Val Thr Ile Pro Thr Thr Thr Ala Pro Gly Asn Tyr
165 170 175

Val Leu Arg His Glu Ile Ile Ala Leu His Ser Ala Gly Asn Lys Asp
180 185 190

Gly Ala Gln Asn Tyr Pro Gln Cys Ile Asn Leu Lys Val Thr Gly Asn
195 200 205

Gly Ser Gly Asn Pro Pro Ala Gly Ala Leu Gly Thr Ala Leu Tyr Lys
210 215 220

Asp Thr Asp Pro Gly Ile Leu Ile Asn Ile Tyr Gln Lys Leu Ser Ser
225 230 235 240

Tyr Val Ile Pro Gly Pro Ala Leu Tyr Thr Gly
245 250

<210> SEQ ID NO 61

<211> LENGTH: 1102

<212> TYPE: DNA

<213> ORGANISM: Thermoascus crustaceus

<400> SEQUENCE: 61

atgtcattct cgaagatact tgctateget ggggecatta cctacgcate ttcagetgece 60
getcatggtt atgtccaggg aattgttgte gatggcaget agtatgtcac tctggatgga 120
accttcagca cgtactgtac taacaatcag cagctacggg ggatatatgg tgacccaata 180
tcecctacace gectcaaccte cggaactcat cgectggtec actaaagcaa ccgatcttgg 240
gtttgtggac ggcagtgget atacttctece tgatatcate tgccataagyg gtgctgagec 300

tggtgcccag agcgccaaag tggcagetgg agggacegtt gagetgcagt ggacggcatg 360

geccgagtet cacaagggec cagttattga ctacctegee gectgegacyg gggactgetce 420
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-continued
atctgttgat aagactgcac taaagttctt taagattgac gagagtggtce tgattgacgg 480
caacggtgct ggaacatggg cctctgatac gttgatcaaa aataacaaca gctggactgt 540
caccatccca agcacaattg cttccggaaa ctacgtacta agacacgaaa taattgcget 600
ccattetgee ggaaacaaag atggtgctca gaactatcee cagtgtatca acctcgaggt 660
cactggtagt ggcaccgaaa accctgetgg cactctcegga acagegettt acacagacac 720
tgatcctgge cttetggtca acatctacca gggtctgtec aactattcaa tccctggtcece 780
tgctectgtat agcggcaaca gtgataacge tggttcccte aaccctacca ccacgecgte 840
aattcagaat gctgcetgetg ctccctecac ttecacagea tetgttgteca ctgattette 900
gtcagccace cagactgcta gtgtcgecge cacgactcca gectccactt cggetgttac 960
agcctcacca gectcccgata ctggaagcga cgtaaccaaa tatctggatt cgatgagcetce 1020
ggatgaggtc ctcaccctgg tgcgcgggac cctgtecttgg ctggtttcecta acaagaaaca 1080
tgcgcgggat ctttcectcact ga 1102

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thermoascus

D NO 62
H: 349
PRT

<400> SEQUENCE: 62

Met Ser Phe
1

Ser Ser Ala
Ser Tyr Tyr
35

Pro Pro Glu
50

Val Asp Gly
65

Ala Glu Pro

Glu Leu Gln

Asp Tyr Leu

115

Ala Leu Lys
130

Gly Ala Gly
145

Trp Thr Val

Arg His Glu

Gln Asn Tyr
195

Glu Asn Pro
210

Pro Gly Leu
225

Pro Gly Pro

Ser Lys Ile Leu Ala

5

Ala Ala His Gly Tyr

Gly Gly Tyr Met Val

40

Leu Ile Ala Trp Ser

55

Ser Gly Tyr Thr Ser

70

Gly Ala Gln Ser Ala

85

Trp Thr Ala Trp Pro

100

Ala Ala Cys Asp Gly

120

Phe Phe Lys Ile Asp

135

Thr Trp Ala Ser Asp
150

Thr Ile Pro Ser Thr

165

Ile Ile Ala Leu His

180

Pro Gln Cys Ile Asn

200

Ala Gly Thr Leu Gly

215

Leu Val Asn Ile Tyr
230

Ala Leu Tyr Ser Gly

Ile

Val

Thr

Thr

Pro

Lys

Glu

105

Asp

Glu

Thr

Ile

Ser

185

Leu

Thr

Gln

Asn

crustaceus

Ala

10

Gln

Gln

Lys

Asp

Val

Ser

Cys

Ser

Leu

Ala

170

Ala

Glu

Ala

Gly

Ser

Gly

Gly

Tyr

Ala

Ile

75

Ala

His

Ser

Gly

Ile

155

Ser

Gly

Val

Leu

Leu
235

Asp

Ala Ile Thr

Ile Val Val

Pro Tyr Thr
45

Thr Asp Leu
60

Ile Cys His

Ala Gly Gly

Lys Gly Pro
110

Ser Val Asp
125

Leu Ile Asp
140

Lys Asn Asn

Gly Asn Tyr

Asn Lys Asp
190

Thr Gly Ser
205

Tyr Thr Asp
220

Ser Asn Tyr

Asn Ala Gly

Tyr Ala
15

Asp Gly

Ala Gln

Gly Phe

Lys Gly
80

Thr Val
95

Val Ile

Lys Thr

Gly Asn

Asn Ser

160

Val Leu
175

Gly Ala

Gly Thr

Thr Asp

Ser Ile

240

Ser Leu
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-continued

245 250 255

Asn Pro Thr Thr Thr Pro Ser Ile Gln Asn Ala Ala Ala Ala Pro Ser
260 265 270
Thr Ser Thr Ala Ser Val Val Thr Asp Ser Ser Ser Ala Thr Gln Thr
275 280 285
Ala Ser Val Ala Ala Thr Thr Pro Ala Ser Thr Ser Ala Val Thr Ala
290 295 300

Ser Pro Ala Pro Asp Thr Gly Ser Asp Val Thr Lys Tyr Leu Asp Ser
305 310 315 320
Met Ser Ser Asp Glu Val Leu Thr Leu Val Arg Gly Thr Leu Ser Trp

325 330 335
Leu Val Ser Asn Lys Lys His Ala Arg Asp Leu Ser His

340 345

<210> SEQ ID NO 63
<211> LENGTH: 1493
<212> TYPE: DNA
<213> ORGANISM: Thermoascus crustaceus
<400> SEQUENCE: 63
atgttgtcat tcattcccac caagtcaget gegetgacga ctettctact tettggaaca 60
gctecatgete acactttgat gaccaccatg tttgtggacyg gegtcaacca gggagatggt 120
gtetgcatte gcatgaacaa tgacggcgga actgccaata cctatatcca gectatcacy 180
agcaaggata tcgcctgegg taagtaccca gatgtcatca tactctgeca taacatccegt 240
catatctact agaatcggag caatgttaag tatttccagg catccaaggce gaaatcggceg 300
ccteecgagt ctgcccagtce aaggcatctt ccaccctaac cttecaattce cgcgagcaac 360
ccaacaacce aaactcctcce cctctegate catcgcacaa aggcecccgece geggtgtace 420
tgaaaaaggt cgactccgcce atcgcgagca acaacgccge cggagacage tggttcaaga 480
tctgggagte cgtctacgac gagtccacgg gcaaatgggyg cacgaccaag atgatcgaga 540
acaacgggca catctcecgtce aaggtgecceg atgatatcga gggtggttac tatcttgece 600
ggacggagcet gctggegceta cattcectgegg atcaggggga tcecgcagtte tatgttgget 660
gtgcgcaget gtttatcgat tcggatggga cggcgaaacc geccactgtt tctattggag 720
aggggacgta cgatctgagc atgcctgeca tgacgtataa tatctgggag acaccgttgg 780
ctetgecgta tcecgatgtat gggcectectg tetatacgece tggetetggt tetggatcag 840
tcegtgegac gagetcettet getgtceecta ctgcaaccga atcectetttt gtagaggaaa 900
gagcaaacce cgtcacggca aacagtgttt attctgcaag gggcaaattc aaaacctgga 960
ttgataaact gtcatggcgce gggaaggtce gtgagaacgt cagacaagcc gcgggaagaa 1020
gaagcactct cgtccagact gtgggtctaa agccaaaagg ctgcatcttc gtcaatggaa 1080
actggtgecgg cttcgaggtt cccgactaca acgatgcgga gagctgctgg getgtatgtt 1140
ccectectta gectettaca tecctaagta ctacatttga aaacaacaaa aagaaatgta 1200
tatactaact acgtacgctc tactctaggc ctceccgacaac tgctggaaac agtccgacgc 1260
ctgctggaac aagacccaac ccacgggceta caataactge cagatctgge aggacaagaa 1320
atgcaaggtc atccaggatt cctgtagegg acccaacceg catggaccac cgaataaggg 1380
caaggatttg actccggagt ggccgccact gaagggctcg atggatacgt tcectccaageg 1440
tactatcggt taccgcgatt ggattgttag aaggagaggt gcatgagggt gta 1493
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<210> SEQ ID NO 64

<211> LENGTH: 436

<212> TYPE: PRT

<213> ORGANISM: Thermoascus crustaceus

<400> SEQUENCE: 64

Met Leu Ser Phe Ile Pro Thr Lys Ser Ala Ala Leu Thr Thr Leu Leu
1 5 10 15

Leu Leu Gly Thr Ala His Ala His Thr Leu Met Thr Thr Met Phe Val
20 25 30

Asp Gly Val Asn Gln Gly Asp Gly Val Cys Ile Arg Met Asn Asn Asp
Gly Gly Thr Ala Asn Thr Tyr Ile Gln Pro Ile Thr Ser Lys Asp Ile
50 55 60

Ala Cys Gly Ile Gln Gly Glu Ile Gly Ala Ser Arg Val Cys Pro Val
65 70 75 80

Lys Ala Ser Ser Thr Leu Thr Phe Gln Phe Arg Glu Gln Pro Asn Asn
85 90 95

Pro Asn Ser Ser Pro Leu Asp Pro Ser His Lys Gly Pro Ala Ala Val
100 105 110

Tyr Leu Lys Lys Val Asp Ser Ala Ile Ala Ser Asn Asn Ala Ala Gly
115 120 125

Asp Ser Trp Phe Lys Ile Trp Glu Ser Val Tyr Asp Glu Ser Thr Gly
130 135 140

Lys Trp Gly Thr Thr Lys Met Ile Glu Asn Asn Gly His Ile Ser Val
145 150 155 160

Lys Val Pro Asp Asp Ile Glu Gly Gly Tyr Tyr Leu Ala Arg Thr Glu
165 170 175

Leu Leu Ala Leu His Ser Ala Asp Gln Gly Asp Pro Gln Phe Tyr Val
180 185 190

Gly Cys Ala Gln Leu Phe Ile Asp Ser Asp Gly Thr Ala Lys Pro Pro
195 200 205

Thr Val Ser Ile Gly Glu Gly Thr Tyr Asp Leu Ser Met Pro Ala Met
210 215 220

Thr Tyr Asn Ile Trp Glu Thr Pro Leu Ala Leu Pro Tyr Pro Met Tyr
225 230 235 240

Gly Pro Pro Val Tyr Thr Pro Gly Ser Gly Ser Gly Ser Val Arg Ala
245 250 255

Thr Ser Ser Ser Ala Val Pro Thr Ala Thr Glu Ser Ser Phe Val Glu
260 265 270

Glu Arg Ala Asn Pro Val Thr Ala Asn Ser Val Tyr Ser Ala Arg Gly
275 280 285

Lys Phe Lys Thr Trp Ile Asp Lys Leu Ser Trp Arg Gly Lys Val Arg
290 295 300

Glu Asn Val Arg Gln Ala Ala Gly Arg Arg Ser Thr Leu Val Gln Thr
305 310 315 320

Val Gly Leu Lys Pro Lys Gly Cys Ile Phe Val Asn Gly Asn Trp Cys
325 330 335

Gly Phe Glu Val Pro Asp Tyr Asn Asp Ala Glu Ser Cys Trp Ala Ala
340 345 350

Ser Asp Asn Cys Trp Lys Gln Ser Asp Ala Cys Trp Asn Lys Thr Gln
355 360 365

Pro Thr Gly Tyr Asn Asn Cys Gln Ile Trp Gln Asp Lys Lys Cys Lys
370 375 380
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208

Val Ile Gln
385

Lys Gly Lys

Asp Thr Phe

Arg Arg Gly
435

<210> SEQ I
<211> LENGT.
<212> TYPE:

Asp Ser Cys Ser Gly Pro Asn Pro
390

395

Asp Leu Thr Pro Glu Trp Pro Pro

405

410

Ser Lys Arg Thr Ile Gly Tyr Arg

420

Ala

D NO 65
H: 1377
DNA

425

<213> ORGANISM: Trichoderma reeseil

<400> SEQUENCE: 65

atggcgeect

geegeccage

tgtacaaagt

cgctggatge

ctectgeectyg

gCCthggCg

tctggegget

gtgatgctga

tgtggagaga

tataacacgg

acatggagga

atcctggagyg

tgcgactetyg

cceggagata

aacggctege

gacatcccca

tacggeggec

atttggaacg

agcagcaccg

ttctccaaca

cegectgegt

ccgagetgea

acgtgcacgt

<210> SEQ I

<211> LENGT.
<212> TYPE:

cagttacact

aaccgggtac

ccggggggty

acgacgcaaa

acgaggcgac

tcacgaccte

acagcagegt

agctcaacgg

acggcteget

ceggtgecaa

acggcaccct

gcaactcgag

Cngtthgg

cegttgacac

cctegggeaa

gegeccagece

tcgecaccat

acaacagcca

agggcaaccc

tCCgCtgggg

ccagcacgac

cgcagactca
cgggcactac

D NO 66

H: 459
PRT

geegttgace

cagcaccccce

cgtggeccag

ctacaactcg

ctgtggcaag

gggcagcagc

ctctectegy

ccaggagetyg

ctacctgtet

ctacgggage

caacactagc

ggcgaatgee

cttcaacccce

ctccaagacce

ccttgtgage

cggcggcgac

gggcaaggcc

gtacatgaac

atccaacatc

agacattggg

gttttegact

ctgggggcag

gtgccagtat

acggccatce

gaggtccate

gacacctegyg

tgcaccgtca

aactgcttca

ctcaccatga

ctgtatctee

agcttegacyg

cagatggacg

ggctactgeyg

caccagggcet

ttgaccccte

tatggcageg

ttcaccatca

atcacccgea

accatctegt

ctgagcageg

tggctegaca

ctggccaaca

tctactacga

acacggagga

tgcggtggcea

agcaacgact

<213> ORGANISM: Trichoderma reeseil

<400> SEQUENCE: 66

His Gly Pro Pro Asn

400

Leu Lys Gly Ser Met

415

Asp Trp Ile Val Arg

430

tggccattge

ccaagttgac

tggtccttga

angngCgt

tcgagggcgt

accagtacat

tggactctga

tcgacctete

agaacggggy

atgctcagtyg

tctgctgeaa

actcttgeac

gctacaaaag

tcacccagtt

agtaccagca

cctgecegte

gecatggtgcet

geggcaacgce

accccaacac

actcgactge

getegacgac

ttgggtacag

actactcgca

ceggetegte

aacctacaag

ctggaactac

caacaccacg

cgactacgee

geccagecage

cggtgagtac

tgctctgeey

cgccaaccag

ccecegtecag

cgagatggat

ggccacggece

ctactacgge

caacacggac

aaacggegtce

cgecteagece

cgtgttcage

cggecectge

gcacgtegte

gececegece

ttcgagcage

cgggtgcaag

atgectt

Met Ala Pro Ser Val Thr Leu Pro Leu Thr Thr Ala Ile Leu Ala Ile

1

5

10

15

Ala Arg Leu Val Ala Ala Gln Gln Pro Gly Thr Ser Thr Pro Glu Val

20

25

30

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1377
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-continued

210

Ala
Asp
65

Leu

Met

Pro

Leu

145

Cys

Gly

Cys

Thr

Asn

225

Cys

Ser

Ile

Ala

305

Tyr

Leu

Asp

Asn

Arg
385
Pro

Thr

Gly

Pro

Gln

50

Ala

Cys

Asp

Asn

Arg

130

Asn

Gly

Ala

Asp

Ser

210

Ser

Asp

Tyr

Ile

Ser

290

Gln

Gly

Val

Ser

Ile

370

Trp

Pro

Ser

Ile

Lys

35

Asp

Asn

Pro

Tyr

Gln

115

Leu

Gly

Glu

Asn

Ala

195

His

Arg

Ser

Tyr

Thr

275

Ile

Pro

Gly

Phe

Gly

355

Leu

Gly

Ala

Ser

Gly
435

Leu

Thr

Tyr

Asp

Ala

100

Tyr

Tyr

Gln

Asn

Gln

180

Gln

Gln

Ala

Ala

Gly

260

Gln

Thr

Gly

Leu

Ser

340

Asn

Ala

Asp

Ser

Ser

420

Tyr

Thr

Ser

Asn

Glu

85

Ala

Met

Leu

Glu

Gly

165

Tyr

Cys

Gly

Asn

Gly

245

Pro

Phe

Arg

Gly

Ala

325

Ile

Ala

Asn

Ile

Ser
405

Pro

Ser

Thr

Val

Ser

70

Ala

Ser

Pro

Leu

Leu

150

Ser

Asn

Pro

Phe

Ala

230

Cys

Gly

Asn

Lys

Asp

310

Thr

Trp

Gly

Asn

Gly
390
Thr

Ser

Gly

Tyr

Val

55

Cys

Thr

Gly

Ser

Asp

135

Ser

Leu

Thr

Val

Cys

215

Leu

Gly

Asp

Thr

Tyr

295

Thr

Met

Asn

Pro

Pro

375

Ser

Thr

Cys

Cys

Lys

40

Leu

Thr

Cys

Val

Ser

120

Ser

Phe

Tyr

Ala

Gln

200

Cys

Thr

Phe

Thr

Asp

280

Gln

Ile

Gly

Asp

Cys

360

Asn

Thr

Phe

Thr

Lys
440

Cys

Asp

Val

Gly

Thr

105

Ser

Asp

Asp

Leu

Gly

185

Thr

Asn

Pro

Asn

Val

265

Asn

Gln

Ser

Lys

Asn

345

Ser

Thr

Thr

Ser

Gln

425

Thr

Thr

Trp

Asn

Lys

90

Thr

Gly

Gly

Val

Ser

170

Ala

Trp

Glu

His

Pro

250

Asp

Gly

Asn

Ser

Ala

330

Ser

Ser

His

Asn

Thr
410

Thr

Cys

Lys

Asn

Gly

75

Asn

Ser

Gly

Glu

Asp

155

Gln

Asn

Arg

Met

Ser

235

Tyr

Thr

Ser

Gly

Cys

315

Leu

Gln

Thr

Val

Ser
395
Thr

His

Thr

Ser

Tyr

60

Gly

Cys

Gly

Tyr

Tyr

140

Leu

Met

Tyr

Asn

Asp

220

Cys

Gly

Ser

Pro

Val

300

Pro

Ser

Tyr

Glu

Val

380

Thr

Arg

Trp

Ser

Gly

45

Arg

Val

Phe

Ser

Ser

125

Val

Ser

Asp

Gly

Gly

205

Ile

Thr

Ser

Lys

Ser

285

Asp

Ser

Ser

Met

Gly

365

Phe

Ala

Arg

Gly

Gly
445

Gly

Trp

Asn

Ile

Ser

110

Ser

Met

Ala

Glu

Ser

190

Thr

Leu

Ala

Gly

Thr

270

Gly

Ile

Ala

Gly

Asn

350

Asn

Ser

Pro

Ser

Gln

430

Thr

Cys

Met

Thr

Glu

95

Leu

Val

Leu

Leu

Asn

175

Gly

Leu

Glu

Thr

Tyr

255

Phe

Asn

Pro

Ser

Met

335

Trp

Pro

Asn

Pro

Ser
415

Cys

Thr

Val

His

Thr

80

Gly

Thr

Ser

Lys

Pro

160

Gly

Tyr

Asn

Gly

Ala

240

Lys

Thr

Leu

Ser

Ala

320

Val

Leu

Ser

Ile

Pro

400

Thr

Gly

Cys



US 9,404,137 B2
211

-continued

212

Gln Tyr Ser Asn Asp Tyr Tyr Ser Gln Cys Leu
450 455

<210> SEQ ID NO 67

<211> LENGTH: 1254

<212> TYPE: DNA

<213> ORGANISM: Trichoderma reeseil

<400> SEQUENCE: 67

atgaacaagt ccgtggctcee attgetgett geagegteca tactatatgyg cggegecgte
gcacagcaga ctgtectgggg ccagtgtgga ggtattggtt ggageggacce tacgaattgt
getectgget cagettgtte gaccctcaat ccttattatg cgcaatgtat teecgggagec
actactatca ccacttcgac ccggccacca tecggtcecaa ccaccaccac cagggctace
tcaacaagcet catcaactce acccacgage tctggggtee gatttgeegyg cgttaacate
gegggttttyg actttggetyg taccacagat ggcacttgeyg ttacctegaa ggtttatcet
cegttgaaga acttcaccgg ctcaaacaac taccccegatyg gecatcggeca gatgecagcac
ttegtcaacyg aggacgggat gactatttte cgettacctyg teggatggea gtacctegte
aacaacaatt tgggeggcaa tcttgattce acgagcattt ccaagtatga tcagettgtt
caggggtgcee tgtctetggg cgcatactge atecgtegaca tccacaatta tgetegatgg
aacggtggga tcattggtca gggeggecct actaatgete aattcacgag cctttggteg
cagttggcat caaagtacgc atctcagtcyg agggtgtggt teggcatcat gaatgagecce
cacgacgtga acatcaacac ctgggctgece acggtccaag aggttgtaac cgcaatcege
aacgctggty ctacgtcgeca attcatctet ttgectggaa atgattggea atctgetggyg
getttecatat cegatggecag tgcagecgee ctgtcetcaag tcacgaacce ggatgggtea
acaacgaatc tgatttttga cgtgcacaaa tacttggact cagacaactc cggtactcac
gccgaatgta ctacaaataa cattgacgge gecttttete cgettgecac ttggeteega
cagaacaatc gccaggctat cctgacagaa accggtggtyg gcaacgttca gtectgeata
caagacatgt gccagcaaat ccaatatctc aaccagaact cagatgtcta tettggetat
gttggttggyg gtgccggate atttgatage acgtatgtce tgacggaaac accgactage
agtggtaact catggacgga cacatccttyg gtcagetegt gtectegcaayg aaag

<210> SEQ ID NO 68

<211> LENGTH: 418

<212> TYPE: PRT

<213> ORGANISM: Trichoderma reeseil

<400> SEQUENCE: 68

Met Asn Lys Ser Val Ala Pro Leu Leu Leu Ala Ala Ser Ile Leu Tyr
1 5 10 15

Gly Gly Ala Val Ala Gln Gln Thr Val Trp Gly Gln Cys Gly Gly Ile
20 25 30

Gly Trp Ser Gly Pro Thr Asn Cys Ala Pro Gly Ser Ala Cys Ser Thr
35 40 45

Leu Asn Pro Tyr Tyr Ala Gln Cys Ile Pro Gly Ala Thr Thr Ile Thr
50 55 60

Thr Ser Thr Arg Pro Pro Ser Gly Pro Thr Thr Thr Thr Arg Ala Thr
65 70 75 80

Ser Thr Ser Ser Ser Thr Pro Pro Thr Ser Ser Gly Val Arg Phe Ala
85 90 95

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1254
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-continued

214

Gly Val Asn
Cys Val Thr
115

Asn Asn Tyr
130

Asp Gly Met
145

Asn Asn Asn

Asp Gln Leu

Asp Ile His

195

Gly Pro Thr
210

Lys Tyr Ala
225

His Asp Val

Thr Ala Ile

Gly Asn Asp

275

Ala Ala Leu
290

Ile Phe Asp
305

Ala Glu Cys

Thr Trp Leu

Gly Gly Asn

355

Tyr Leu Asn
370

Ala Gly Ser
385

Ser Gly Asn

Arg Lys

<210> SEQ I
<211> LENGT.
<212> TYPE:

Ile Ala Gly Phe Asp

100

Ser Lys Val Tyr Pro

120

Pro Asp Gly Ile Gly

135

Thr Ile Phe Arg Leu
150

Leu Gly Gly Asn Leu

165

Val Gln Gly Cys Leu

180

Asn Tyr Ala Arg Trp

200

Asn Ala Gln Phe Thr

215

Ser Gln Ser Arg Val
230

Asn Ile Asn Thr Trp

245

Arg Asn Ala Gly Ala

260

Trp Gln Ser Ala Gly

280

Ser Gln Val Thr Asn

295

Val His Lys Tyr Leu
310

Thr Thr Asn Asn Ile

325

Arg Gln Asn Asn Arg

340

Val Gln Ser Cys Ile

360

Gln Asn Ser Asp Val

375

Phe Asp Ser Thr Tyr
390

Ser Trp Thr Asp Thr

405
D NO 69
H: 702

DNA

Phe

105

Pro

Gln

Pro

Asp

Ser

185

Asn

Ser

Trp

Ala

Thr

265

Ala

Pro

Asp

Asp

Gln

345

Gln

Tyr

Val

Ser

<213> ORGANISM: Trichoderma reeseil

<400> SEQUENCE: 69

atgaagttcc

gaccagtggg

tcagcegget

cacgcagact

attgccatte

ttcaagtcct

caaccttcac

ctggatttgg

ggcagtggtc

cccagaagag

cecctgeccte

tggcaacgge

ctgegtgacy

cggcggccag

gaccgtcaac

Gly

Leu

Met

Val

Ser

170

Leu

Gly

Leu

Phe

Ala

250

Ser

Phe

Asp

Ser

Gly

330

Ala

Asp

Leu

Leu

Leu
410

Cys

Lys

Gln

Gly

155

Thr

Gly

Gly

Trp

Gly

235

Thr

Gln

Ile

Gly

Asp

315

Ala

Ile

Met

Gly

Thr

395

Val

ataccggeceg

tacacagtca

geggtatege

aacaacgtca

agcatcagca

Thr Thr Asp
110

Asn Phe Thr
125

His Phe Val
140

Trp Gln Tyr

Ser Ile Ser

Ala Tyr Cys

190

Ile Ile Gly
205

Ser Gln Leu
220

Ile Met Asn

Val Gln Glu

Phe Ile Ser

270

Ser Asp Gly
285

Ser Thr Thr
300

Asn Ser Gly

Phe Ser Pro

Leu Thr Glu
350

Cys Gln Gln
365

Tyr Val Gly
380

Glu Thr Pro

Ser Ser Cys

ccctggecca
gcaacaacct
tecageggegg
agtcgtacca

gecatgcccac

Gly Thr

Gly Ser

Asn Glu

Leu Val
160

Lys Tyr
175

Ile Val

Gln Gly

Ala Ser

Glu Pro
240

Val Val
255

Leu Pro

Ser Ala

Asn Leu

Thr His
320

Leu Ala
335

Thr Gly

Ile Gln

Trp Gly

Thr Ser
400

Leu Ala
415

aaccagctgt

ttggggagca

ggcctectgg

gaactctcag

cactgccage

60

120

180

240

300
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216

-continued
tggagctaca gcgggagcaa catccgeget aatgttgegt atgacttgtt caccgcagece 360
aacccgaatce atgtcacgta ctcgggagac tacgaactca tgatctgget tggcaaatac 420
ggcgatattyg ggccgattgg gtcectcacag ggaacagtca acgtceggtgg ccagagetgg 480
acgctctact atggctacaa cggagccatg caagtctatt ccetttgtgge ccagaccaac 540
actaccaact acagcggaga tgtcaagaac ttcttcaatt atctccgaga caataaagga 600
tacaacgctyg caggccaata tgttcttage taccaatttyg gtaccgagece cttcacggge 660
agtggaactc tgaacgtcgce atcctggacc gcatctatca ac 702
<210> SEQ ID NO 70
<211> LENGTH: 234
<212> TYPE: PRT
<213> ORGANISM: Trichoderma reesei
<400> SEQUENCE: 70
Met Lys Phe Leu Gln Val Leu Pro Ala Leu Ile Pro Ala Ala Leu Ala
1 5 10 15
Gln Thr Ser Cys Asp Gln Trp Ala Thr Phe Thr Gly Asn Gly Tyr Thr
20 25 30
Val Ser Asn Asn Leu Trp Gly Ala Ser Ala Gly Ser Gly Phe Gly Cys
35 40 45
Val Thr Ala Val Ser Leu Ser Gly Gly Ala Ser Trp His Ala Asp Trp
50 55 60
Gln Trp Ser Gly Gly Gln Asn Asn Val Lys Ser Tyr Gln Asn Ser Gln
65 70 75 80
Ile Ala Ile Pro Gln Lys Arg Thr Val Asn Ser Ile Ser Ser Met Pro
85 90 95
Thr Thr Ala Ser Trp Ser Tyr Ser Gly Ser Asn Ile Arg Ala Asn Val
100 105 110
Ala Tyr Asp Leu Phe Thr Ala Ala Asn Pro Asn His Val Thr Tyr Ser
115 120 125
Gly Asp Tyr Glu Leu Met Ile Trp Leu Gly Lys Tyr Gly Asp Ile Gly
130 135 140
Pro Ile Gly Ser Ser Gln Gly Thr Val Asn Val Gly Gly Gln Ser Trp
145 150 155 160
Thr Leu Tyr Tyr Gly Tyr Asn Gly Ala Met Gln Val Tyr Ser Phe Val
165 170 175
Ala Gln Thr Asn Thr Thr Asn Tyr Ser Gly Asp Val Lys Asn Phe Phe
180 185 190
Asn Tyr Leu Arg Asp Asn Lys Gly Tyr Asn Ala Ala Gly Gln Tyr Val
195 200 205
Leu Ser Tyr Gln Phe Gly Thr Glu Pro Phe Thr Gly Ser Gly Thr Leu
210 215 220
Asn Val Ala Ser Trp Thr Ala Ser Ile Asn
225 230
<210> SEQ ID NO 71
<211> LENGTH: 726
<212> TYPE: DNA
<213> ORGANISM: Trichoderma reesei
<400> SEQUENCE: 71
atgaaggcaa ctctggttct cggctcecte attgtaggeg cegtttceege gtacaaggece 60
accaccacgce gctactacga tgggcaggag ggtgcttgeg gatgeggete gagctccgge 120
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218

-continued
gcattcecegt ggcagctegg catcggcaac ggagtctaca cggctgceegg ctcccagget 180
ctcttegaca cggccggage ttcatggtge ggegcegget geggtaaatyg ctaccagetce 240
acctecgacgg gccaggcegec ctgctccage tgcggcacgg geggtgetge tggccagagce 300
atcatcgtca tggtgaccaa cctgtgcceg aacaatggga acgcgcagtyg gtgccceggtg 360
gtcggcggcea ccaaccaata cggctacagce taccatttceg acatcatggce gcagaacgag 420
atctttggag acaatgtcgt cgtcgacttt gagcccattg cttgccccgg gcaggctgec 480
tctgactggg ggacgtgect ctgegtggga cagcaagaga cggatcccac gccegtectce 540
ggcaacgaca cgggctcaac tcctecceggg agectcgcege cagcegacatc gtcgagtceeg 600
cegtetggeg geggecagca gacgctctat ggecagtgtg gaggtgecgg ctggacggga 660
cctacgacgt gccaggccce agggacctge aaggttcaga accagtggta ctcccagtgt 720
cttect 726

<210> SEQ I
<211> LENGT.
<212> TYPE:
<213> ORGAN

D NO 72
H: 242
PRT

ISM: Trichoderma rees

<400> SEQUENCE: 72

Met Lys Ala
1

Ala Tyr Lys
Cys Gly Cys
35

Gly Asn Gly
50

Ala Gly Ala
65

Thr Ser Thr

Ala Gly Gln

Gly Asn Ala
115

Tyr Ser Tyr
130

Asn Val Val
145

Ser Asp Trp

Thr Pro Val
Pro Pro Ala
195

Leu Tyr Gly
210

Gln Ala Pro
225

Leu Pro

Thr Leu Val Leu Gly

Ala Thr Thr Thr Arg

Gly Ser Ser Ser Gly

40

Val Tyr Thr Ala Ala

55

Ser Trp Cys Gly Ala

70

Gly Gln Ala Pro Cys

85

Ser Ile Ile Val Met

100

Gln Trp Cys Pro Val

120

His Phe Asp Ile Met

135

Val Asp Phe Glu Pro
150

Gly Thr Cys Leu Cys

165

Leu Gly Asn Asp Thr

180

Thr Ser Ser Ser Pro

200

Gln Cys Gly Gly Ala

215

Gly Thr Cys Lys Val
230

ei

Ser

Tyr

25

Ala

Gly

Gly

Ser

Val

105

Val

Ala

Ile

Val

Gly

185

Pro

Gly

Gln

Leu

10

Tyr

Phe

Ser

Cys

Ser

90

Thr

Gly

Gln

Ala

Gly

170

Ser

Ser

Trp

Asn

Ile

Asp

Pro

Gln

Gly

75

Cys

Asn

Gly

Asn

Cys

155

Gln

Thr

Gly

Thr

Gln
235

Val Gly Ala
Gly Gln Glu
30

Trp Gln Leu
45

Ala Leu Phe
60

Lys Cys Tyr

Gly Thr Gly

Leu Cys Pro
110

Thr Asn Gln
125

Glu Ile Phe
140

Pro Gly Gln

Gln Glu Thr

Pro Pro Gly
190

Gly Gly Gln
205

Gly Pro Thr
220

Trp Tyr Ser

Val Ser

15

Gly Ala

Gly Ile

Asp Thr

Gln Leu

80

Gly Ala

Asn Asn

Tyr Gly

Gly Asp

Ala Ala

160

Asp Pro
175

Ser Ser

Gln Thr

Thr Cys

Gln Cys
240
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219 220

-continued
<210> SEQ ID NO 73
<211> LENGTH: 923
<212> TYPE: DNA
<213> ORGANISM: Trichoderma reeseil
<400> SEQUENCE: 73
atgcgttect ccccectect cegetcegee gttgtggeeg ccectgecceggt gttggeccett 60
gccgetgatg gcaggtccac cegctactgg gactgctgeca agecttegtg cggetgggec 120
aagaaggctc ccgtgaacca gcectgtettt tcctgcaacg ccaacttcca gcgtatcacg 180
gacttcgacg ccaagtcegg ctgcgagcceg ggeggtgteg cctactegtg cgccgaccag 240
accccatggg ctgtgaacga cgacttcegeg cteggttttg ctgccaccte tattgecgge 300
agcaatgagg cgggctggtg ctgcegectge tacgagctca ccttcacatc cggtectgtt 360
gctggcaaga agatggtcgt ccagtccacc agcactggeg gtgatcttgg cagcaaccac 420
ttcgatctca acatcccegg cggeggegte ggcatctteg acggatgcac tccccagtte 480
ggcggtcetge cecggecageg ctacggeggce atctcecgtcce gcaacgagtg cgatcggttce 540
cccgacgcecc tcaagecccgg ctgctactgg cgecttecgact ggttcaagaa cgccgacaat 600
ccgagettca gcttcegtca ggtccagtge ccagccgage tcegtegetceg caccggatgce 660
cgccegecaacg acgacggcaa cttccctgec gtccagatcce cctccagcag caccagetct 720
ccggtcaacc agcctaccag caccagcacc acgtccacct ccaccacctc gagecccgcca 780
gtccagecta cgactcccag cggctgcact gctgagaggt gggctcagtg cggcggcaat 840
ggctggagceg gctgcaccac ctgcgteget ggcagcactt gcacgaagat taatgactgg 900
taccatcagt gcctgtagaa ttce 923

<210> SEQ ID NO 74

<211> LENGTH: 305

<212> TYPE: PRT

<213> ORGANISM: Trichoderma reeseil

<400> SEQUENCE: 74

Met Arg Ser Ser Pro Leu Leu Arg Ser Ala Val Val Ala Ala Leu Pro
1 5 10 15

Val Leu Ala Leu Ala Ala Asp Gly Arg Ser Thr Arg Tyr Trp Asp Cys
20 25 30

Cys Lys Pro Ser Cys Gly Trp Ala Lys Lys Ala Pro Val Asn Gln Pro
35 40 45

Val Phe Ser Cys Asn Ala Asn Phe Gln Arg Ile Thr Asp Phe Asp Ala
50 55 60

Lys Ser Gly Cys Glu Pro Gly Gly Val Ala Tyr Ser Cys Ala Asp Gln
65 70 75 80

Thr Pro Trp Ala Val Asn Asp Asp Phe Ala Leu Gly Phe Ala Ala Thr
85 90 95

Ser Ile Ala Gly Ser Asn Glu Ala Gly Trp Cys Cys Ala Cys Tyr Glu
100 105 110

Leu Thr Phe Thr Ser Gly Pro Val Ala Gly Lys Lys Met Val Val Gln
115 120 125

Ser Thr Ser Thr Gly Gly Asp Leu Gly Ser Asn His Phe Asp Leu Asn
130 135 140

Ile Pro Gly Gly Gly Val Gly Ile Phe Asp Gly Cys Thr Pro Gln Phe
145 150 155 160

Gly Gly Leu Pro Gly Gln Arg Tyr Gly Gly Ile Ser Ser Arg Asn Glu
165 170 175
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-continued

222

Cys Asp Arg
Asp Trp Phe
195

Gln Cys Pro
210

Asp Gly Asn
225

Pro Val Asn

Ser Ser Pro

Arg Trp Ala

275

Val Ala Gly
290

Leu
305

<210> SEQ I
<211> LENGT.
<212> TYPE:

Phe Pro Asp Ala Leu

180

Lys Asn Ala Asp Asn

200

Ala Glu Leu Val Ala

215

Phe Pro Ala Val Gln
230

Gln Pro Thr Ser Thr

245

Pro Val Gln Pro Thr

260

Gln Cys Gly Gly Asn

280

Ser Thr Cys Thr Lys

D NO 75
H: 1188
DNA

295

Lys

185

Pro

Arg

Ile

Ser

Thr

265

Gly

Ile

Pro

Ser

Thr

Pro

Thr

250

Pro

Trp

Asn

Gly

Phe

Gly

Ser

235

Thr

Ser

Ser

Asp

<213> ORGANISM: Myceliophthora thermophila

<400> SEQUENCE: 75

cgacttgaaa

gtggctcaaa

tgtgtgtcgg

geggegtega

ccteegtegt

thggCgCCg

cegtegactt

ttctegatgyg

cgcaacctga

ccgcacaact

ttctggacca

aacgagtaca

ggcatccggg

ggggcctgga

aagatcgtgt

tgcgtcagea

aacggcaagc

geegtcaccy

tggtgggccg

accggetatg

<210> SEQ I
<211> LENGT.

cgccccaaat

gtggtccgtg

gctaccactyg

caacgctgea

ccaccacctce

agttcgggga

cggcgattca

agcgtetggt

ccgaggtgge

acggccggta

acctggecaa

acacgatgga

cegeeggage

getggaacac

acgagatgca

gcaccatcgg

teggegtect

gectectega

ceggteccety

tcaactacaa

D NO 76
H: 389

gaagtcctee

gcagcaatgt

cgtctaccag

gacatcgace

gectagcaag

gggcaattac

gacgctcate

gcccaaccag

caacttegtyg

ctacggcaac

gecagttcgee

ccagacccetyg

gacctegcag

gaccaacacc

ccagtaccte

cgceccagege

cggegagtte

ccacctecag

gtggggcgac

ctcgatcettyg

atcctegeca

ggtggcatcg

aacgattggt

acgtccagge

ggcaagctga

cceggectet

aatgatggat

ttgacgtegt

acgaacgcgyg

atcatcacgg

tccaactege

gtgctcaace

tacatctteg

aacatggceg

gactcggaca

gtcgtcggag

geeggegygcey

gacaacagcg

tacatgtact

aagaagtact

Cys Tyr Trp
190

Ser Phe Arg
205

Cys Arg Arg
220

Ser Ser Thr

Ser Thr Ser

Gly Cys Thr

270

Gly Cys Thr
285

Trp Tyr His
300

gegtettege
gatggcaagg
acagccagtyg
ccaccgecac
agtggctegg
ggggcaagca
acaacatctt
ccttegacca
gcaagtacgce
acacgaacgce
tegteatett
tcaaccagge
tcgagggcaa
ccctgacgga
getegggeac
ccacccagty
ccaacgcegt
acgtctgget
cgttegagee

tgccgtaa

Arg Phe

Gln Val

Asn Asp

Ser Ser

240

Thr Thr
255

Ala Glu

Thr Cys

Gln Cys

cacgggcgece
atcgaccgac
cgtgectgge
cagcaccgec
cagcaacgag
cttcatcttce
ccggatcgac
gggttaccte
cgtectggac
gttecggace
cgacaccaac
cgccatcgac
cgegtggage
cccgcagaac
ccacgecgag
getecgegece
ctgccageag
gggtgcccte

tcectteggge

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1188
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<212> TYPE:
<213> ORGANISM:

PRT

<400> SEQUENCE:

Met

1

Gln

Thr

Ser

Thr

65

Ser

Ala

Ile

Asn

Leu

145

Asn

Arg

Trp

Gln

Ser

305

Leu

Thr

Ala

Phe

Lys
385

Lys

Ser

Asp

Gln

50

Ser

Pro

Glu

Phe

Ile

130

Thr

Asn

Tyr

Thr

Ile

210

Leu

Thr

Ser

Asn

Gly

290

Val

Gly

Gly

Leu

Glu
370

Lys

Ser

Gly

Cys

35

Cys

Arg

Ser

Phe

Pro

115

Phe

Ser

Phe

Gly

Phe

195

Phe

Asn

Ser

Trp

Lys

275

Thr

Gly

Glu

Leu

Trp
355

Pro

Tyr

Ser

Pro

20

Val

Val

Pro

Lys

Gly

100

Ser

Arg

Ser

Val

Arg

180

Trp

Asp

Leu

Gln

Asn

260

Ile

His

Ala

Phe

Leu
340
Trp

Pro

Leu

Myceliophthora thermophila

76

Ile

Trp

Ser

Pro

Thr

Gly

85

Glu

Thr

Ile

Phe

Thr

165

Tyr

Thr

Thr

Asn

Tyr

245

Thr

Val

Ala

Thr

Ala

325

Asp

Ala

Ser

Pro

Leu

Gln

Gly

Gly

Ala

70

Lys

Gly

Ser

Asp

Asp

150

Asn

Tyr

Asn

Asn

Gln

230

Ile

Thr

Tyr

Glu

Gln

310

Gly

His

Ala

Gly

Ala

Gln

Tyr

Ala

55

Thr

Leu

Asn

Ala

Phe

135

Gln

Ala

Gly

Leu

Asn

215

Ala

Phe

Asn

Glu

Cys

295

Trp

Gly

Leu

Gly

Thr
375

Ser

Cys

His

Ala

Ser

Lys

Tyr

Ile

120

Ser

Gly

Gly

Asn

Ala

200

Glu

Ala

Val

Thr

Met

280

Val

Leu

Ala

Gln

Pro
360

Gly

Val

Gly

25

Cys

Ser

Thr

Trp

Pro

105

Gln

Met

Tyr

Lys

Ile

185

Lys

Tyr

Ile

Glu

Asn

265

His

Ser

Arg

Asn

Asp
345

Trp

Tyr

Phe

10

Gly

Val

Thr

Ala

Leu

90

Gly

Thr

Glu

Leu

Tyr

170

Ile

Gln

Asn

Asp

Gly

250

Met

Gln

Ser

Ala

Ala
330
Asn

Trp

Val

Ala

Ile

Tyr

Thr

Pro

75

Gly

Leu

Leu

Arg

Arg

155

Ala

Thr

Phe

Thr

Gly

235

Asn

Ala

Tyr

Thr

Asn

315

Val

Ser

Gly

Asn

Thr

Gly

Gln

Leu

60

Pro

Ser

Trp

Ile

Leu

140

Asn

Val

Asp

Ala

Met

220

Ile

Ala

Ala

Leu

Ile

300

Gly

Cys

Asp

Asp

Tyr
380

Gly

Trp

Asn

45

Gln

Ser

Asn

Gly

Asn

125

Val

Leu

Leu

Thr

Ser

205

Asp

Arg

Trp

Leu

Asp

285

Gly

Lys

Gln

Val

Tyr
365

Asn

Ala

Gln

30

Asp

Thr

Ser

Glu

Lys

110

Asp

Pro

Thr

Asp

Asn

190

Asn

Gln

Ala

Ser

Thr

270

Ser

Ala

Leu

Gln

Trp
350

Met

Ser

Val

15

Gly

Trp

Ser

Thr

Ser

95

His

Gly

Asn

Glu

Pro

175

Ala

Ser

Thr

Ala

Gly

255

Asp

Asp

Gln

Gly

Ala
335
Leu

Tyr

Ile

Ala

Ser

Tyr

Thr

Thr

80

Gly

Phe

Tyr

Gln

Val

160

His

Phe

Leu

Leu

Gly

240

Ala

Pro

Ser

Arg

Val

320

Val

Gly

Ser

Leu
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-continued
<210> SEQ ID NO 77
<211> LENGTH: 1232
<212> TYPE: DNA
<213> ORGANISM: BASIDIOMYCETE CBS 495.95
<400> SEQUENCE: 77
ggatccactt agtaacggcce gccagtgtge tggaaagcat gaagtctctce ttectgteac 60
ttgtagcgac cgtcgegete agectcgecag tattctetgt cgcagtcetgyg gggcaatgeg 120
geggeattygyg cttcagcgga agcaccgtcet gtgatgcagg cgccggetgt gtgaagetca 180
acgactatta ctctcaatgc caacccggeg cteccactge tacatccgeyg gcegecaagta 240
gcaacgcace gtcecggcact tcgacggect cggceccecte ctecagectt tgetcetggea 300
geegeacgee gttecagtte ttceggtgtca acgaatccegg cgcggagttce ggcaacctga 360
acatcccegg tgttetggge accgactaca cectggcecgte gecatccage attgacttet 420
tcatgggcaa gggaatgaat accttcegta ttecgttect catggagegt cttgtceccce 480
ctgccactgg catcacagga cctctcegacce agacgtactt gggeggectyg cagacgattg 540
tcaactacat caccggcaaa ggcggctttg ctetcattga ccecgcacaac tttatgatct 600
acaatggcca gacgatctcce agtaccageg acttccagaa gttctggcag aacctcgcag 660
gagtgtttaa atcgaacagt cacgtcatct tcgatgttat gaacgagcect cacgatattce 720
cecgeccagac cgtgttcecaa ctgaaccaag cegetgtcaa tggcatcegt gegageggtyg 780
cgacgtcgea gctcattetyg gtcgagggea caagetggac tggagectgyg acctggacga 840
cctetggcaa cagcegatgca ttceggtgeca ttaaggatcee caacaacaac gtcgegatce 900
agatgcatca gtacctggat agcgatgget ctggcactte gcagacctge gtgtctecca 960
ccatcggtge cgagcggttg caggctgcga ctcaatggtt gaagcagaac aacctcaagg 1020
gcttectggyg cgagatcgge gccggctcecta actccgcettyg catcageget gtgcagggtyg 1080
cgttgtgttc gatgcagcaa tcectggtgtgt ggctcecggege tectcectggtgg getgegggcece 1140
cgtggtgggg cgactactac cagtccatcg agccgcecte tggccecggeg gtgtcecgega 1200
tcetecegeca ggcecectgetg cegttegegt aa 1232

<210> SEQ I
<211> LENGT.
<212> TYPE:
<213> ORGAN

D NO 78
H: 397
PRT

ISM: BASIDIOMYCETE CBS 495.95

<400> SEQUENCE: 78

Met Lys Ser
1

Pro Val Phe

Ser Gly Ser
35

Asp Tyr Tyr
50

Ala Pro Ser
65

Ser Ser Ser

Val Asn Glu

Leu Phe Leu Ser Leu

Ser Val Ala Val Trp

20

Thr Val Cys Asp Ala

40

Ser Gln Cys Gln Pro

55

Ser Asn Ala Pro Ser

70

Leu Cys Ser Gly Ser

85

Ser Gly Ala Glu Phe

100

Val

Gly

25

Gly

Gly

Gly

Arg

Gly
105

Ala

Gln

Ala

Ala

Thr

Thr

90

Asn

Thr

Cys

Gly

Pro

Ser

75

Pro

Leu

Val Ala Leu

Gly Gly Ile
30

Cys Val Lys
45

Thr Ala Thr
60

Thr Ala Ser

Phe Gln Phe

Asn Ile Pro
110

Ser Ser
15

Gly Phe

Leu Asn

Ser Ala

Ala Pro
80

Phe Gly
95

Gly Val
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Leu Gly Thr
115

Met Gly Lys
130

Leu Val Pro
145

Leu Gly Gly

Phe Ala Leu

Ile Ser Ser

195

Val Phe Lys
210

His Asp Ile
225

Asn Gly Ile

Gly Thr Ser

Asp Ala Phe

275

Met His Gln
290

Val Ser Pro
305

Leu Lys Gln

Ser Asn Ser

Gln Gln Ser

355

Trp Trp Gly
370

Val Ser Ala
385

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: BASIDIOMYCETE CBS 495.95

Asp Tyr Thr Trp Pro

120

Gly Met Asn Thr Phe

135

Pro Ala Thr Gly Ile
150

Leu Gln Thr Ile Val

165

Ile Asp Pro His Asn

180

Thr Ser Asp Phe Gln

200

Ser Asn Ser His Val

215

Pro Ala Gln Thr Val
230

Arg Ala Ser Gly Ala

245

Trp Thr Gly Ala Trp

260

Gly Ala Ile Lys Asp

280

Tyr Leu Asp Ser Asp

295

Thr Ile Gly Ala Glu
310

Asn Asn Leu Lys Gly

325

Ala Cys Ile Ser Ala

340

Gly Val Trp Leu Gly

360

Asp Tyr Tyr Gln Ser

375

Ile Leu Pro Gln Ala
390

D NO 79
H: 1303
DNA

<400> SEQUENCE: 79

ggaaagcgte

ttctgeggee

cactgtttge

gacgccegece

tcactcaacyg

aactaccact

ctetggetee

gaacactgcet

agtatggtga

aatgcggett

gacgceggte

gcgggccaga

gtcactacgg

cegtegacca

aggacgaagt

tggccagggc

aatttgeget

ctatctacca

tcgettgegt

caacgacggyg

ggagctcaca

ccacgaccect

tcaagttett

agctcgggaa

Ser

Arg

Thr

Asn

Phe

185

Lys

Ile

Phe

Thr

Thr

265

Pro

Gly

Arg

Phe

Val

345

Ala

Ile

Leu

Pro

Ile

Gly

Tyr

170

Met

Phe

Phe

Gln

Ser

250

Trp

Asn

Ser

Leu

Leu

330

Gln

Leu

Glu

Leu

Ser

Pro

Pro

155

Ile

Ile

Trp

Asp

Leu

235

Gln

Thr

Asn

Gly

Gln

315

Gly

Gly

Trp

Pro

Pro
395

tgtggcaact

gcaatgtgga

tatcctcaat

ctcegggegea

ctcaacaacc

accecgecate

cggtgtgaat

agactataca

Ser Ile Asp
125

Phe Leu Met
140

Leu Asp Gln

Thr Gly Lys

Tyr Asn Gly

190

Gln Asn Leu
205

Val Met Asn
220

Asn Gln Ala

Leu Ile Leu

Thr Ser Gly

270

Asn Val Ala
285

Thr Ser Gln
300

Ala Ala Thr

Glu Ile Gly

Ala Leu Cys
350

Trp Ala Ala
365

Pro Ser Gly
380

Phe Ala

gtcggegeaa
ggcattggat
gegtactact
ccggegtcaa
gggacgacgg
tetgtgtety
gaaagceggeg

tggeccttege

Phe Phe

Glu Arg

Thr Tyr
160

Gly Gly
175

Gln Thr

Ala Gly

Glu Pro

Ala Val
240

Val Glu
255

Asn Ser

Ile Gln

Thr Cys

Gln Trp
320

Ala Gly
335

Ser Met

Gly Pro

Pro Ala

tcttgagege
ggtctgggte
ttcagtgett
catcaacctce
cgacgaaaac
gtcegegtetyg
ccgaattegyg

ctagcagegt

60

120

180

240

300

360

420

480
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-continued
ggactacttc atgggggetg gattcaatac attccgtatc accttcttga tggagegtat 540
gagcccteeg gctaccggac tcactggccc attcaaccag acgtacctgt cgggcctcac 600
caccattgtc gactacatca cgaacaaagg aggatacgct cttattgacc cccacaactt 660
catgecgttac aacaacggca taatcagcag cacatctgac ttcgcgactt ggtggagcaa 720
tttggccact gtattcaaat ccacgaagaa cgccatcttc gacatccaga acgagccgta 780
cggaatcgat gcgcagaccg tatacgaact gaatcaagct gccatcaatt cgatccgege 840
cgectggeget acgtcacagt tgattctggt tgaaggaacyg tcatacactg gagcttggac 900
gtgggtcteg tccggaaacg gagctgcettt cgeggccgtt acggatcctt acaacaacac 960

ggcaattgaa atgcaccaat acctcgacag cgacggttct gggacaaacg aagactgtgt 1020
ctecctecace attgggtege aacgtctcca agctgccact gegtggctgce aacaaacagg 1080
actcaaggga ttcctcggag agacgggtgce tgggtcgaat tcccagtgca tcgacgccgt 1140
gttcgatgaa ctttgctata tgcaacagca aggcggctec tggatcggtg cactctggtg 1200
ggctgcgggt ccctggtggg gcacgtacat ttactcgatt gaacctccga gcggtgecge 1260
tatcccagaa gtccttecte agggtcectcecge tccattecte tag 1303
<210> SEQ ID NO 80

<211> LENGTH: 429

<212> TYPE: PRT

<213> ORGANISM: BASIDIOMYCETE CBS 495.95

<400> SEQUENCE: 80

Met Val Lys Phe Ala Leu Val Ala Thr Val Gly Ala Ile Leu Ser Ala
1 5 10 15

Ser Ala Ala Asn Ala Ala Ser Ile Tyr Gln Gln Cys Gly Gly Ile Gly
20 25 30

Trp Ser Gly Ser Thr Val Cys Asp Ala Gly Leu Ala Cys Val Ile Leu
35 40 45

Asn Ala Tyr Tyr Phe Gln Cys Leu Thr Pro Ala Ala Gly Gln Thr Thr
50 55 60

Thr Gly Ser Gly Ala Pro Ala Ser Thr Ser Thr Ser His Ser Thr Val
65 70 75 80

Thr Thr Gly Ser Ser His Ser Thr Thr Gly Thr Thr Ala Thr Lys Thr
85 90 95

Thr Thr Thr Pro Ser Thr Thr Thr Thr Leu Pro Ala Ile Ser Val Ser
100 105 110

Gly Arg Val Cys Ser Gly Ser Arg Thr Lys Phe Lys Phe Phe Gly Val
115 120 125

Asn Glu Ser Gly Ala Glu Phe Gly Asn Thr Ala Trp Pro Gly Gln Leu
130 135 140

Gly Lys Asp Tyr Thr Trp Pro Ser Pro Ser Ser Val Asp Tyr Phe Met
145 150 155 160

Gly Ala Gly Phe Asn Thr Phe Arg Ile Thr Phe Leu Met Glu Arg Met
165 170 175

Ser Pro Pro Ala Thr Gly Leu Thr Gly Pro Phe Asn Gln Thr Tyr Leu
180 185 190

Ser Gly Leu Thr Thr Ile Val Asp Tyr Ile Thr Asn Lys Gly Gly Tyr
195 200 205

Ala Leu Ile Asp Pro His Asn Phe Met Arg Tyr Asn Asn Gly Ile Ile
210 215 220

Ser Ser Thr Ser Asp Phe Ala Thr Trp Trp Ser Asn Leu Ala Thr Val
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225 230 235 240
Phe Lys Ser Thr Lys Asn Ala Ile Phe Asp Ile Gln Asn Glu Pro Tyr
245 250 255
Gly Ile Asp Ala Gln Thr Val Tyr Glu Leu Asn Gln Ala Ala Ile Asn
260 265 270
Ser Ile Arg Ala Ala Gly Ala Thr Ser Gln Leu Ile Leu Val Glu Gly
275 280 285
Thr Ser Tyr Thr Gly Ala Trp Thr Trp Val Ser Ser Gly Asn Gly Ala
290 295 300
Ala Phe Ala Ala Val Thr Asp Pro Tyr Asn Asn Thr Ala Ile Glu Met
305 310 315 320
His Gln Tyr Leu Asp Ser Asp Gly Ser Gly Thr Asn Glu Asp Cys Val
325 330 335
Ser Ser Thr Ile Gly Ser Gln Arg Leu Gln Ala Ala Thr Ala Trp Leu
340 345 350
Gln Gln Thr Gly Leu Lys Gly Phe Leu Gly Glu Thr Gly Ala Gly Ser
355 360 365
Asn Ser Gln Cys Ile Asp Ala Val Phe Asp Glu Leu Cys Tyr Met Gln
370 375 380
Gln Gln Gly Gly Ser Trp Ile Gly Ala Leu Trp Trp Ala Ala Gly Pro
385 390 395 400
Trp Trp Gly Thr Tyr Ile Tyr Ser Ile Glu Pro Pro Ser Gly Ala Ala
405 410 415
Ile Pro Glu Val Leu Pro Gln Gly Leu Ala Pro Phe Leu
420 425
<210> SEQ ID NO 81
<211> LENGTH: 1580
<212> TYPE: DNA
<213> ORGANISM: Thielavia terrestris
<400> SEQUENCE: 81
agcceccegt tcaggcacac ttggcatcag atcagcttag cagegectge acagcatgaa 60
getetegeayg teggecgege tggeggcact caccgegacyg gegetegecg cecectegee 120
cacgacgceg caggcegecga ggcaggette agecggetge tegtetgegyg tcacgetcga 180
cgccagcace aacgtttgga agaagtacac getgcaccece aacagctact accgcaagga 240
ggttgaggcee geggtggege agatctcgga cccggaccte gecgccaagg ccaagaaggt 300
ggccgacgte ggcaccttee tgtggetcega ctegatcgag aacatcggca agetggagec 360
ggcgatccag gacgtgccect gcgagaacat cctgggectg gtcatctacg acctgccggyg 420
cegegactge geggecaagg cgtccaacgg cgagctcaag gteggcgaga tcgaccgcta 480
caagaccgag tacatcgaca gtgagtgetg ceccccegggt tegagaagag cgtgggggaa 540
agggaaaggg ttgactgact gacacggege actgcagaga tcegtgtcegat cctcaaggca 600
cacceccaaca cggegttege getggtecate gagecggact cgetgcccaa cctggtgace 660
aacagcaact tggacacgtg ctcgagcage gegteggget accgcgaagyg cgtggettac 720
geectcaaga acctcaacct gcccaacgtg atcatgtace tegacgecgg ccacggcegge 780
tggctegget gggacgccaa cctgcagece ggegegcagyg agctagccaa ggcgtacaag 840
aacgccgget cgcccaagca getccgegge ttetcgacca acgtggecegyg ctggaactcece 900
tggtgagctt ttttccattce catttcecttcet tcectettete tettegcectece cactctgecag 960
ccecceectee ceccaagcacce cactggegtt ccggecttget gactecggect cectttecce 1020
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gggcaccagyg gatcaatcge ccggegaatt ctcccaggeg tecgacgceca agtacaacaa 1080
gtgccagaac gagaagatct acgtcagcac cttcggctec gegcectcecagt cggccggcat 1140
geecaaccac gccategteg acacgggecg caacggegte accggectge gcaaggagtyg 1200
gggtgactgg tgcaacgtca acggtgcagg ttcgttgtet tetttttecte ctettttgtt 1260
tgcacgtcegt ggtcectttte aagcageccgt gtttggttgg gggagatgga ctccggctga 1320
tgttctgett cctcectctagg ctteggegtg cgcccgacga gcaacacggg cctcgagetg 1380
geecgacgegt tegtgtgggt caageccgge ggcgagtegg acggcaccag cgacagceteg 1440
tegeegeget acgacagett ctgcggcaag gacgacgect tcaagcccte gceccgaggece 1500
ggcacctgga acgaggccta cttcgagatg ctgctcaaga acgccgtgcece gtcgttcectaa 1560
gacggtccag catcatccgg 1580

<210> SEQ I
<211> LENGT.
<212> TYPE:
<213> ORGAN

D NO 82
H: 396
PRT

ISM: Thielavia terrestris

<400> SEQUENCE: 82

Met Lys Leu
1

Leu Ala Ala
Ala Gly Cys
35

Lys Lys Tyr
50

Ala Ala Val
65

Lys Val Ala

Ile Gly Lys

Leu Gly Leu
115

Ala Ser Asn
130

Glu Tyr Ile
145

Ala Phe Ala

Asn Ser Asn

Gly Val Ala
195

Tyr Leu Asp
210

Gln Pro Gly
225

Pro Lys Gln

Trp Asp Gln

Ser Gln Ser Ala Ala

Pro Ser Pro Thr Thr

20

Ser Ser Ala Val Thr

40

Thr Leu His Pro Asn

55

Ala Gln Ile Ser Asp

70

Asp Val Gly Thr Phe

85

Leu Glu Pro Ala Ile

100

Val Ile Tyr Asp Leu

120

Gly Glu Leu Lys Val

135

Asp Lys Ile Val Ser
150

Leu Val Ile Glu Pro

165

Leu Asp Thr Cys Ser

180

Tyr Ala Leu Lys Asn

200

Ala Gly His Gly Gly

215

Ala Gln Glu Leu Ala
230

Leu Arg Gly Phe Ser

245

Ser Pro Gly Glu Phe

260

Leu

Pro

25

Leu

Ser

Pro

Leu

Gln

105

Pro

Gly

Ile

Asp

Ser

185

Leu

Trp

Lys

Thr

Ser
265

Ala

10

Gln

Asp

Tyr

Asp

Trp

90

Asp

Gly

Glu

Leu

Ser

170

Ser

Asn

Leu

Ala

Asn
250

Gln

Ala

Ala

Ala

Tyr

Leu

75

Leu

Val

Arg

Ile

Lys

155

Leu

Ala

Leu

Gly

Tyr

235

Val

Ala

Leu Thr Ala
Pro Arg Gln
30

Ser Thr Asn
45

Arg Lys Glu
60

Ala Ala Lys

Asp Ser Ile

Pro Cys Glu
110

Asp Cys Ala
125

Asp Arg Tyr
140

Ala His Pro

Pro Asn Leu

Ser Gly Tyr
190

Pro Asn Val
205

Trp Asp Ala
220

Lys Asn Ala

Ala Gly Trp

Ser Asp Ala
270

Thr Ala
15

Ala Ser

Val Trp

Val Glu

Ala Lys
80

Glu Asn
95

Asn Ile

Ala Lys

Lys Thr

Asn Thr
160

Val Thr
175

Arg Glu

Ile Met

Asn Leu

Gly Ser
240

Asn Ser
255

Lys Tyr
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Asn Lys Cys
275

Leu Gln Ser
290

Asn Gly Val
305

Asn Gly Ala

Leu Ala Asp

Thr Ser Asp

355

Asp Ala Phe
370

Phe Glu Met
385

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

Gln Asn Glu Lys Ile

280

Ala Gly Met Pro Asn

295

Thr Gly Leu Arg Lys
310

Gly Phe Gly Val Arg

325

Ala Phe Val Trp Val

340

Ser Ser Ser Pro Arg

360

Lys Pro Ser Pro Glu

375

Leu Leu Lys Asn Ala
390

D NO 83
H: 1203
DNA

<400> SEQUENCE: 83

atgaagtacc

cccageateg

attaggtegt

cagctcaacyg

gataccaatg

cgcactggac

tctgecaacy

aactttgtca

geectectee

tgccgaateg

aagcccaacyg

aaccteegec

cccaacgcca

gaagtccgeg

gtccteaccee

cgcggtggca

gggttcggta

attgtgtggg

tatgatccta

ttcaacgagt

taa

<210> SEQ I

<211> LENGT.
<212> TYPE:

tcaacctcect

aggccagaca

acgcccaaaa

ctgcgaggac

gtattggagce

agaaggtcat

cctegactygyg

acaccatcge

tcgaacccga

cegetecege

tcgacgteta

ccttegecga

aggtccgcgg

agcectteac

cgcacctcaa

agggcggtat

tcaggectac

ttaagccggyg

cgtgcaggag

atgttgttaa

D NO 84
H: 400
PRT

cgcagetete

gtcgaacgte

gcttgaggag

acggacggtg

cattcgacct

cgtccaaatce

agagttcacc

cegegagete

cgcacttgee

ttacaaggag

catcgacgec

actcttcaag

cgtececegte

cgagtggaag

cgecegtegge

caggacggag

tgcggatcag

tggagagtcg

tCngtggCg

cctegtttty

Tyr

His

Glu

Pro

Lys

345

Tyr

Ala

Val

Val

Ala

Trp

Thr

330

Pro

Asp

Gly

Pro

Ser

Ile

Gly

315

Ser

Gly

Ser

Thr

Ser
395

ctegeegteg

aacccataca

accgtcagga

cagaacgttyg

ctcatccaag

gtcgtctaca

gtaggaaacg

tcgactgetyg

aacctegtea

ggtatcgect

gccaacggty

gaagtctacyg

aacgtcteca

ganCCtggg

ttcteegege

tggggccagt

ggegtgetee

gatggcacga

catgttceeg

aacgctaacc

Thr Phe Gly Ser Ala

285

Val Asp Thr

300

Asp Trp Cys

Asn Thr Gly

Gly Glu Ser

350

Phe Cys Gly

365

Trp Asn Glu

380

Phe

ctecctetete

tcggcaagag

ccttecagea

cgactttege

atgctcetege

acctcccaga

acggtctcaa

acgctgacaa

ccaacgcgaa

acaccctege

gCtggCthg

acctegeeceyg

actacaacca

acgagagcecg

acttcategt

ggtgcaacgt

agaacccgaa

gtgatttgaa

ctcctgagge

ccectettga

Gly Arg
Asn Val
320

Leu Glu
335

Asp Gly

Lys Asp

Ala Tyr

cctegetgea
ccegetegtt
acgtggcgac
ctggatcteg
ccagcagget
tcgegactge
ccgatacaag
gcetecacttt
tgcccccagy
caccttgtee
ctggaacgac
ccgcatcaac
gtaccgeget
ctacgtcaac
tgaccaggga
taggaacgct
tgtggatgcg
ctcgaacagg
tggccagtygyg

gectacctgg

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1203
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-continued

238

<213> ORGANISM:

<400> SEQUENCE:

Met

1

Ser

Tyr

Glu

Ala

65

Asp

Ala

Tyr

Phe

Thr

145

Ala

Asn

Ala

Asp

Phe

225

Pro

Gln

Trp

Gly
305
Gly

Asn

Thr

Lys

Leu

Ile

Glu

50

Arg

Thr

Gln

Asn

Thr

130

Ile

Leu

Ala

Tyr

Ala

210

Ala

Asn

Tyr

Asp

Gly

290

Gly

Phe

Val

Ser

Ala

370

Val

Tyr

Ala

Gly

35

Thr

Thr

Asn

Gln

Leu

115

Val

Ala

Leu

Pro

Thr

195

Ala

Glu

Ala

Arg

Glu

275

Phe

Ile

Gly

Asp

Asp

355

His

Asn

Leu

Ala

20

Lys

Val

Arg

Gly

Ala

100

Pro

Gly

Arg

Leu

Arg

180

Leu

Asn

Leu

Lys

Ala

260

Ser

Ser

Arg

Ile

Ala
340
Leu

Val

Leu

Thielavia terrestris

84

Asn

Pro

Ser

Arg

Thr

Ile

85

Arg

Asp

Asn

Glu

Glu

165

Cys

Ala

Gly

Phe

Val

245

Glu

Arg

Ala

Thr

Arg

325

Ile

Asn

Pro

Val

Leu

Ser

Pro

Thr

Val

70

Gly

Thr

Arg

Asp

Leu

150

Pro

Arg

Thr

Gly

Lys

230

Arg

Val

Tyr

His

Glu

310

Pro

Val

Ser

Ala

Leu
390

Leu

Ile

Leu

Phe

55

Gln

Ala

Gly

Asp

Gly

135

Ser

Asp

Ile

Leu

Trp

215

Glu

Gly

Arg

Val

Phe

295

Trp

Thr

Trp

Asn

Pro
375

Asn

Ala

Glu

Val

40

Gln

Asn

Ile

Gln

Cys

120

Leu

Thr

Ala

Ala

Ser

200

Leu

Val

Val

Glu

Asn

280

Ile

Gly

Ala

Val

Arg
360

Glu

Ala

Ala

Ala

25

Ile

Gln

Val

Arg

Lys

105

Ser

Asn

Ala

Leu

Ala

185

Lys

Gly

Tyr

Pro

Pro

265

Val

Val

Gln

Asp

Lys

345

Tyr

Ala

Asn

Leu

10

Arg

Arg

Arg

Ala

Pro

90

Val

Ala

Arg

Asp

Ala

170

Pro

Pro

Trp

Asp

Val

250

Phe

Leu

Asp

Trp

Gln

330

Pro

Asp

Gly

Pro

Leu

Gln

Ser

Gly

Thr

75

Leu

Ile

Asn

Tyr

Ala

155

Asn

Ala

Asn

Asn

Leu

235

Asn

Thr

Thr

Gln

Cys

315

Gly

Gly

Pro

Gln

Pro
395

Ala

Ser

Tyr

Asp

Phe

Ile

Val

Ala

Lys

140

Asp

Leu

Tyr

Val

Asp

220

Ala

Val

Glu

Pro

Gly

300

Asn

Val

Gly

Thr

Trp

380

Leu

Val

Asn

Ala

45

Gln

Ala

Gln

Gln

Ser

125

Asn

Lys

Val

Lys

Asp

205

Asn

Arg

Ser

Trp

His

285

Arg

Val

Leu

Glu

Cys
365

Phe

Glu

Ala

Val

30

Gln

Leu

Trp

Asp

Ile

110

Thr

Phe

Leu

Thr

Glu

190

Val

Leu

Arg

Asn

Lys

270

Leu

Gly

Arg

Gln

Ser
350
Arg

Asn

Pro

Pro

15

Asn

Lys

Asn

Ile

Ala

95

Val

Gly

Val

His

Asn

175

Gly

Tyr

Arg

Ile

Tyr

255

Asp

Asn

Gly

Asn

Asn

335

Asp

Ser

Glu

Thr

Leu

Pro

Leu

Ala

Ser

80

Leu

Val

Glu

Asn

Phe

160

Ala

Ile

Ile

Pro

Asn

240

Asn

Ala

Ala

Lys

Ala

320

Pro

Gly

Pro

Tyr

Trp
400
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239

-continued

240

<210> SEQ ID NO 85

<211> LENGTH: 1501

<212> TYPE: DNA

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 85

geegttgtea agatgggceca gaagacgetg cacggatteg cegccacgge tttggeegtt
cteceettty tgaaggctca gcagecegge aacttcacge cggaggtgea cccgeaactyg
ccaacgtgga agtgcacgac cgceggegge tgegttcage aggacactte ggtggtgete
gactggaact accgttggat ccacaatgec gacggcaccyg cctegtgecac gacgtecage
ggggtcgace acacgetgtyg tccagatgag gcgacctgeyg cgaagaactg cttegtggaa
ggcgtcaact acacgagcag cggtgtcace acatceggca gttegetgac gatgaggeag
tatttcaagg ggagcaacgg gcagaccaac agegtttege ctegtceteta cetgetegge
tecggatggaa actacgtaat gctcaagetyg cteggcecagg agetgagett cgatgtegat
ctetecacge tecectgegg cgagaacgge gegetgtace tgtecgagat ggacgcgacce
ggtggcagga accagtacaa caccggceggt gccaactacyg getegggeta ctgtgacgec
cagtgtcceg tgcagacgtg gatgaacgge acgctgaaca ccaacgggea gggetactge
tgcaacgaga tggacatcct cgaggccaac teccgegeca acgegatgac acctcacccce
tgegecaacyg gcagetgega caagageggyg tgeggactca accectacge cgagggctac
aagagctact acggaccggg cctcacggtt gacacgtega ageccttcac catcattace
cgettecatca ccgacgacgg cacgaccage ggcaccctca accagatcca geggatctat
gtgcagaatyg gcaagacggt cgegtcgget gegteeggag gegacatcat cacggcatece
ggctgcaccet cggeccagge gtteggeggg ctggecaaca tgggegegge gettggacgy
ggcatggtge tgaccttcag catctggaac gacgetgggg gctacatgaa ctggctegac
ageggcaaca acggeccgtg cagcagecace gagggcaace cgtccaacat cetggecaac
taccecggaca cccacgtggt ctteteccaac atccgetggg gagacategyg ctegacggte
caggtectegyg gaggeggcaa cggeggeteg accaccacca cgtegaccac cacgetgagyg
acctegacca cgaccaccac caccgecccg acggccactyg ccacgcactyg gggacaatge
ggcggaateg gggtacgtca accgectecet geattetgtt gaggaagtta actaacgtgy
cctacgcagt ggactggace gaccgtetge gaatcgeegt acgcatgecaa ggagetgaac
cectggtact accagtgect ctaaagtatt gecagtgaage catactcegt geteggcatg

g

<210> SEQ ID NO 8¢

<211> LENGTH: 464

<212> TYPE: PRT

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 86

Met Gly Gln Lys Thr Leu His Gly Phe Ala Ala Thr Ala Leu Ala Val
1 5 10 15

Leu Pro Phe Val Lys Ala Gln Gln Pro Gly Asn Phe Thr Pro Glu Val
20 25 30

His Pro Gln Leu Pro Thr Trp Lys Cys Thr Thr Ala Gly Gly Cys Val
35 40 45

Gln Gln Asp Thr Ser Val Val Leu Asp Trp Asn Tyr Arg Trp Ile His
50 55 60

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1501
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Asn

65

Thr

Gly

Thr

Ser

Lys

145

Pro

Gly

Tyr

Asn

Ala

225

Ser

Lys

Thr

Leu

Ser

305

Ala

Gly

Asn

Asn

Ser

385

Gly

Thr

Trp

Ser

Ala

Leu

Val

Met

Pro

130

Leu

Cys

Gly

Cys

Thr

210

Asn

Cys

Ser

Ile

Asn

290

Ala

Gln

Met

Trp

Pro

370

Asn

Gly

Ser

Gly

Pro
450

Asp

Cys

Asn

Arg

115

Arg

Leu

Gly

Arg

Asp

195

Asn

Ser

Asp

Tyr

Ile

275

Gln

Ala

Ala

Val

Leu

355

Ser

Ile

Asn

Thr

Gln
435

Tyr

Gly

Pro

Tyr

100

Gln

Leu

Gly

Glu

Asn

180

Ala

Gly

Arg

Lys

Tyr

260

Thr

Ile

Ser

Phe

Leu

340

Asp

Asn

Arg

Gly

Thr
420

Cys

Ala

Thr

Asp

85

Thr

Tyr

Tyr

Gln

Asn

165

Gln

Gln

Gln

Ala

Ser

245

Gly

Arg

Gln

Gly

Gly

325

Thr

Ser

Ile

Trp

Gly

405

Thr

Gly

Cys

<210> SEQ ID NO 87

<211> LENGTH:

1368

Ala

70

Glu

Ser

Phe

Leu

Glu

150

Gly

Tyr

Cys

Gly

Asn

230

Gly

Pro

Phe

Arg

Gly

310

Gly

Phe

Gly

Leu

Gly

390

Ser

Thr

Gly

Lys

Ser

Ala

Ser

Lys

Leu

135

Leu

Ala

Asn

Pro

Tyr

215

Ala

Cys

Gly

Ile

Ile

295

Asp

Leu

Ser

Asn

Ala

375

Asp

Thr

Thr

Ile

Glu
455

Cys

Thr

Gly

Gly

120

Gly

Ser

Leu

Thr

Val

200

Cys

Met

Gly

Leu

Thr

280

Tyr

Ile

Ala

Ile

Asn

360

Asn

Ile

Thr

Thr

Gly

440

Leu

Thr

Cys

Val

105

Ser

Ser

Phe

Tyr

Gly

185

Gln

Cys

Thr

Leu

Thr

265

Asp

Val

Ile

Asn

Trp

345

Gly

Tyr

Gly

Thr

Ala
425

Trp

Asn

Thr

Ala

90

Thr

Asn

Asp

Asp

Leu

170

Gly

Thr

Asn

Pro

Asn

250

Val

Asp

Gln

Thr

Met

330

Asn

Pro

Pro

Ser

Thr
410
Pro

Thr

Pro

Ser

75

Lys

Thr

Gly

Gly

Val

155

Ser

Ala

Trp

Glu

His

235

Pro

Asp

Gly

Asn

Ala

315

Gly

Asp

Cys

Asp

Thr

395

Ser

Thr

Gly

Trp

Ser

Asn

Ser

Gln

Asn

140

Asp

Glu

Asn

Met

Met

220

Pro

Tyr

Thr

Thr

Gly

300

Ser

Ala

Ala

Ser

Thr

380

Val

Thr

Ala

Pro

Tyr
460

Gly

Cys

Gly

Thr

125

Tyr

Leu

Met

Tyr

Asn

205

Asp

Cys

Ala

Ser

Thr

285

Lys

Gly

Ala

Gly

Ser

365

His

Gln

Thr

Thr

Thr

445

Tyr

Val

Phe

Ser

110

Asn

Val

Ser

Asp

Gly

190

Gly

Ile

Ala

Glu

Lys

270

Ser

Thr

Cys

Leu

Gly

350

Thr

Val

Val

Thr

Ala
430

Val

Gln

Asp

Val

95

Ser

Ser

Met

Thr

Ala

175

Ser

Thr

Leu

Asn

Gly

255

Pro

Gly

Val

Thr

Gly

335

Tyr

Glu

Val

Ser

Leu
415
Thr

Cys

Cys

His

Glu

Leu

Val

Leu

Leu

160

Thr

Gly

Leu

Glu

Gly

240

Tyr

Phe

Thr

Ala

Ser

320

Arg

Met

Gly

Phe

Gly

400

Arg

His

Glu

Leu
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-continued
<212> TYPE: DNA
<213> ORGANISM: Thielavia terrestris
<400> SEQUENCE: 87
accgatccege tcgaagatgg cgcccaagte tacagttcetyg gecgectgge tgctcetecte 60
getggecegeyg geccagcaga tcggcaaage cgtgcccgag gtcecacccca aactgacaac 120
gcagaagtge actctccgeg gcegggtgcaa gectgtecge accteggteg tgetcgacte 180
gteecgegege tegetgcaca aggtecgggga ccccaacace agetgcageg teggeggega 240
cetgtgeteg gacgegaagt cgtgcggeaa gaactgcegeyg ctegagggeyg tcegactacge 300
ggeccacgge gtggcgacca agggcgacge cctcacgetg caccagtgge tcaaggggge 360
cgacggcace tacaggaccg tctcegecgeg cgtataccte ctgggcgagyg acgggaagaa 420
ctacgaggac ttcaagctgce tcaacgecga getcagette gacgtcegacyg tgtcccaget 480
cgtetgegge atgaacggceg ccectgtactt ctecgagatg gagatggacyg gceggecgcag 540
ccegetgaac ccoggegggeg ccacgtacgg cacgggctac tgcgacgege agtgecccaa 600
gttggacttt atcaacggcg aggtatttct tctctecttet gtttttettt tcecatcgett 660
tttectgaceg gaatccgece tcecttagetca acaccaacca cacgtacggyg gcegtgetgea 720
acgagatgga catctgggag gccaacgege tggegcagge gctcacgeceyg cacccegtgca 780

acgcgacgeg ggtgtacaag tgcgacacgg cggacgagtyg cgggcagecyg gtgggegtgt 840
gcgacgaatyg ggggtgcteg tacaaccegt ccaacttegg ggtcaaggac tactacggge 900
gcaacctgac ggtggacacg aaccgcaagt tcacggtgac gacgcagttc gtgacgtcca 960
acgggeggge ggacggcgag ctgaccgaga teeggegget gtacgtgcag gacggegtgg 1020
tgatccagaa ccacgeggtce acggcgggeg gggcgacgta cgacagcatce acggacggcet 1080
tctgcaacge gacggecace tggacgcage ageggggegyg gcetegegege atgggegagg 1140
ccatcggeccg cggcatggtg ctcatcttca gcecectgtgggt tgacaacggce ggcttcatga 1200
actggctcga cagcggcaac geccgggecct geaacgccac cgagggcgac ccggecctga 1260
tcetgecagea gcacccggac gecagegtca cettcetcecaa catccgatgyg ggcgagatcg 1320
gcagcacgta caagagcgag tgcagccact agagtagagc ttgtaatt 1368
<210> SEQ ID NO 88

<211> LENGTH: 423

<212> TYPE: PRT

<213> ORGANISM: Thielavia terrestris

<400> SEQUENCE: 88

Met Ala Pro Lys Ser Thr Val Leu Ala Ala Trp Leu Leu Ser Ser Leu
1 5 10 15

Ala Ala Ala Gln Gln Ile Gly Lys Ala Val Pro Glu Val His Pro Lys
20 25 30

Leu Thr Thr Gln Lys Cys Thr Leu Arg Gly Gly Cys Lys Pro Val Arg
35 40 45

Thr Ser Val Val Leu Asp Ser Ser Ala Arg Ser Leu His Lys Val Gly
50 55 60

Asp Pro Asn Thr Ser Cys Ser Val Gly Gly Asp Leu Cys Ser Asp Ala
65 70 75 80

Lys Ser Cys Gly Lys Asn Cys Ala Leu Glu Gly Val Asp Tyr Ala Ala
85 90 95

His Gly Val Ala Thr Lys Gly Asp Ala Leu Thr Leu His Gln Trp Leu
100 105 110
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Lys Gly Ala
115

Leu Gly Glu
130

Glu Leu Ser
145

Gly Ala Leu

Leu Asn Pro

Cys Pro Lys

195

Tyr Gly Ala
210

Ala Gln Ala
225

Cys Asp Thr

Trp Gly Cys

Gly Arg Asn

275

Gln Phe Val
290

Arg Arg Leu
305

Thr Ala Gly

Ala Thr Ala

Glu Ala Ile

355

Asn Gly Gly
370

Asn Ala Thr
385

Ala Ser Val

Tyr Lys Ser

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

Asp Gly Thr Tyr Arg

120

Asp Gly Lys Asn Tyr

135

Phe Asp Val Asp Val
150

Tyr Phe Ser Glu Met

165

Ala Gly Ala Thr Tyr

180

Leu Asp Phe Ile Asn

200

Cys Cys Asn Glu Met

215

Leu Thr Pro His Pro
230

Ala Asp Glu Cys Gly

245

Ser Tyr Asn Pro Ser

260

Leu Thr Val Asp Thr

280

Thr Ser Asn Gly Arg

295

Tyr Val Gln Asp Gly
310

Gly Ala Thr Tyr Asp

325

Thr Trp Thr Gln Gln

340

Gly Arg Gly Met Val

360

Phe Met Asn Trp Leu

375

Glu Gly Asp Pro Ala
390

Thr Phe Ser Asn Ile

405

Glu Cys Ser His

420

D NO 89
H: 1011
DNA

<400> SEQUENCE: 89

atgaccctac

gtcccacggyg

tgcgtgcage

geeggetege

gtgacgctgt

ggctcectgt

cggagtttca

agaacaccag

ggacggaatc

accactacgt

catcageetyg

ccececectete

cgtegtectyg

ggattacgcyg

caagaccaac

Thr

Glu

Ser

Glu

Gly

185

Gly

Asp

Cys

Gln

Asn

265

Asn

Ala

Val

Ser

Arg

345

Leu

Asp

Leu

Arg

Val

Asp

Gln

Met

170

Thr

Glu

Ile

Asn

Pro

250

Phe

Arg

Asp

Val

Ile

330

Gly

Ile

Ser

Ile

Trp
410

Ser

Phe

Leu

155

Asp

Gly

Leu

Trp

Ala

235

Val

Gly

Lys

Gly

Ile

315

Thr

Gly

Phe

Gly

Leu

395

Gly

ctggectege

ccgacttgga

gaccgtgact

gcaatgggag

ggcacccteyg

Pro Arg Val Tyr Leu
125

Lys Leu Leu Asn Ala
140

Val Cys Gly Met Asn
160

Gly Gly Arg Ser Pro
175

Tyr Cys Asp Ala Gln
190

Asn Thr Asn His Thr
205

Glu Ala Asn Ala Leu
220

Thr Arg Val Tyr Lys
240

Gly Val Cys Asp Glu
255

Val Lys Asp Tyr Tyr
270

Phe Thr Val Thr Thr
285

Glu Leu Thr Glu Ile
300

Gln Asn His Ala Val
320

Asp Gly Phe Cys Asn
335

Leu Ala Arg Met Gly
350

Ser Leu Trp Val Asp
365

Asn Ala Gly Pro Cys
380

Gln Gln His Pro Asp
400

Glu Ile Gly Ser Thr
415

tggcagcagg cgccgtegte
aatgcacgac ctceggggge
cgaagtacge cgcacacage
tgtccactte gggcaatgee

tcceegette gecgegeate

60

120

180

240

300
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-continued
tacctectgyg gegeggacgg caagtacgtg cttatggace tectcaacca ggagetgteg 360
gtggacgtceg acttctegge getgeegtge ggcgagaacg gggecttceta cctgtecgag 420
atggeggegg acgggcegggyg cgacgcegggg gegggcgacg ggtactgega cgcgcagtge 480
cagggctact gctgcaacga gatggacate ctegaggeca actegatgge gacggcecatg 540
acgccgcace cgtgcaaggg caacaactge gaccgcageg getgeggeta caacccegtac 600
gecageggee agegeggett ctacgggece ggcaagacgg tcgacacgag caagecctte 660
accgtegtca cgcagttege cgecagegge ggcaagetga cccagatcac ccgcaagtac 720
atccagaacyg gccgggagat cggeggegge ggcaccatet ccagetgegg ctecgagtet 780
tcgacgggeg gectgacegg catgggegag gegetgggge geggaatggt getggecatg 840
agcatctgga acgacgegge ccaggagatg gecatggeteg atgecggcaa caacggecct 900
tgcgccagtyg gccagggeag cccgteegte attcagtege agcatccega cacccacgte 960
gtcttcteca acatcaggtg gggcgacatc gggtctacca cgaagaacta g 1011

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

D NO 90
H: 336
PRT

<400> SEQUENCE: 90

Met Thr Leu
1

Gly Ala Val
Trp Lys Cys
35

Val Leu Asp
50

Thr Glu Ser

Val Thr Leu

Ser Pro Arg

Asp Leu Leu
115

Pro Cys Gly
130

Gly Arg Gly
145

Gln Gly Tyr

Ala Thr Ala

Ser Gly Cys

195

Gly Pro Gly
210

Gln Phe Ala
225

Ile Gln Asn

Arg Leu Pro Val Ile

Val Val Pro Arg Ala

Thr Thr Ser Gly Gly

40

Arg Asp Ser Lys Tyr

55

Asp Tyr Ala Ala Met

70

Tyr His Tyr Val Lys

Ile Tyr Leu Leu Gly

100

Asn Gln Glu Leu Ser

120

Glu Asn Gly Ala Phe

135

Asp Ala Gly Ala Gly
150

Cys Cys Asn Glu Met

165

Met Thr Pro His Pro

180

Gly Tyr Asn Pro Tyr

200

Lys Thr Val Asp Thr

215

Ala Ser Gly Gly Lys
230

Gly Arg Glu Ile Gly

245

Ser

Glu

25

Cys

Ala

Gly

Thr

Ala

105

Val

Tyr

Asp

Asp

Cys

185

Ala

Ser

Leu

Gly

Leu

10

Phe

Val

Ala

Val

Asn

90

Asp

Asp

Leu

Gly

Ile

170

Lys

Ser

Lys

Thr

Gly
250

Leu

His

Gln

His

Ser

75

Gly

Gly

Val

Ser

Tyr

155

Leu

Gly

Gly

Pro

Gln
235

Gly

Ala Ser Leu
Pro Pro Leu
30

Gln Asn Thr
45

Ser Ala Gly
60

Thr Ser Gly

Thr Leu Val

Lys Tyr Val
110

Asp Phe Ser
125

Glu Met Ala
140

Cys Asp Ala

Glu Ala Asn

Asn Asn Cys
190

Gln Arg Gly
205

Phe Thr Val
220

Ile Thr Arg

Thr Ile Ser

Ala Ala
15

Pro Thr

Ser Val

Ser Arg

Asn Ala
80

Pro Ala
95

Leu Met

Ala Leu

Ala Asp

Gln Cys
160

Ser Met
175

Asp Arg

Phe Tyr

Val Thr

Lys Tyr

240

Ser Cys
255
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-continued

250

Gly Ser Glu
Gly Arg Gly
275

Glu Met Ala
290

Gln Gly Ser
305

Val Phe Ser

<210> SEQ I
<211> LENGT.
<212> TYPE:

Ser Ser Thr Gly Gly

260

Met Val Leu Ala Met

280

Trp Leu Asp Ala Gly

295

Pro Ser Val Ile Gln
310

Asn Ile Arg Trp Gly

325
D NO 91
H: 1480

DNA

Leu

265

Ser

Asn

Ser

Asp

Thr

Ile

Asn

Gln

Ile
330

Gly

Trp

Gly

His

315

Gly

<213> ORGANISM: Cladorrhinum foecundissimum

<400> SEQUENCE: 91

gatccgaatt

caagttegec

cgtegtecce

ccagaccgte

cgaccettec

tgagaactgc

cgcectaact

tactcccegt

ggctaaggag

tttctacttyg

cgagtatggt

ggccaacatce

ctegegegec

aggcgaagac

cgagtacaaa

ctccaagaag

cctegtegag

ccaggttgag

ttctttcacc

ggtgctggtt

gggtaatggc

ggatgctagg

gggtgggaag

gtgtgaagag

agagcgggtt

<210> SEQ I

<211> LENGT.
<212> TYPE:

cctecteteg

ctccteaceyg

gagtctcace

gacacctecca

acteccttgeg

gegetegagg

ctcaaccagt

acttaccttg

atctegtttyg

tctgagatgt

accggttact

gaccaaaagc

aagacctteg

gagtgcggcee

tggggcgtcg

ttcaccgtca

atcecgeeget

gagaactaca

atgcagcgeg

ttcagcatct

ccttgeageg

gttacgttet

tgcggtgtta

aggaggaggt
ggttggatat

D NO 92

H: 440
PRT

ttetttagte

gectegecge

ccaagcettee

tcgtcatega

ththgng

gtgtcgacta

ggatgcccga

ttgctgagga

atgccgatgt

tgatggatgg

gtgatgcgca

acggcgectyg

tccceccaccee

agccegtegyg

agtcctteta

ccacgcagtt

tgtggcacca

gcacggactce

gtggtctcaa

gggcggatga

cgactgaggg

caaacattag

agagcagggt

gttgttgggy

gaatacgttyg

acagaccaga

ctcectegea

caccaagcge

cgecttecag

cectetetge

tgcctectygy

cceggegaac

cggcaagaac

cagcaacctt

tggacgtggc

gtgcttcaag

ctgcaacgaa

ctgcaacatc

cgtgtgcegac

¢ggeegggge

cctgaccgac

ggatggcaag

ggtgagcace

ggcgatggge

ttegggtttt

cgatccgaag

gattggtgag

tgctaggggg

gttggagatg

aattggatgt

<213> ORGANISM: Cladorrhinum foecundissimum

Met Gly Glu
270

Asn Asp Ala
285

Pro Cys Ala
300

Pro Asp Thr

Ser Thr Thr

catctgeeca
tctgcccage
tgcactcteg
cgtecectee
cccgacgeca
ggcatcaaga
cctggecagt
tacgaggatg
cecctgeggea
gacctcaacce
ttggatttca
atggacattt
acgcaggtet
aagtgggggt
tcgcagtteg
aacggcaagg
ctgatcaaga
gagttctgeg
gaggctatcg
atgaactggt
gagattgtca
gttggtagca
cttactgett

ataattgggce

Ala Leu

Ala Gln

Ser Gly

His Val

320

Lys Asn
335

cgatggttca
agatcggcac
ceggtggetyg
acaagatcgg
agtcctgege
ccgagggega
acaagacgac
tgaagctect
tgaacggtge
ctgetggtge
tcaacggcga
tcgaatccaa
acaagtgcga
geggettcaa
ccatcgactce
aggacggegt
acaccgctat
agaagactgce
gtegtggtat
tggatgcgga
agaataagcc

cgtatgetee

cttaaggggg

gagatggtgt

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1480
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-continued

252

<400> SEQUENCE:

Met Val His Lys

1

Ser

Pro

Ser

Pro

65

Ser

Gly

Asp

Leu

Lys

145

Asn

Asp

Gln

Lys

Arg

225

Lys

Lys

Tyr

Glu

Lys

Ile

Ala

Thr

Ile

Ser

Cys

Ile

Pro

Val

130

Glu

Gly

Leu

Cys

His

210

Ala

Cys

Trp

Gly

Thr

290

Glu

Ala

Phe

Ala

Trp
370

Gly

Lys

Gln

Lys

35

Val

Thr

Ala

Lys

Ala

115

Ala

Ile

Ala

Asn

Phe

195

Gly

Lys

Glu

Gly

Arg

275

Thr

Ile

Ile

Cys

Met
355
Ala

Pro

Pro

Gln

20

Arg

Ile

Pro

Glu

Thr

100

Asn

Glu

Ser

Phe

Pro

180

Lys

Ala

Thr

Gly

Cys

260

Gly

Gln

Arg

Gln

Glu

340

Gly

Asp

Cys

Asp

Phe

Ile

Cys

Asp

Cys

Asn

85

Glu

Pro

Asp

Phe

Tyr

165

Ala

Leu

Cys

Phe

Glu

245

Gly

Ser

Phe

Arg

Val

325

Lys

Glu

Asp

Ser

Ala

Ala

Gly

Thr

Ala

Val

70

Cys

Gly

Gly

Gly

Asp

150

Leu

Gly

Asp

Cys

Val

230

Asp

Phe

Gln

Leu

Leu

310

Glu

Thr

Ala

Ser

Ala
390

Arg

Leu

Thr

Leu

Phe

55

Val

Ala

Asp

Gln

Lys

135

Ala

Ser

Ala

Phe

Asn

215

Pro

Glu

Asn

Phe

Thr

295

Trp

Glu

Ala

Ile

Gly
375

Thr

Val

Leu

Val

Ala

40

Gln

Gly

Leu

Ala

Tyr

120

Asn

Asp

Glu

Glu

Ile

200

Glu

His

Cys

Glu

Ala

280

Asp

His

Asn

Ser

Gly
360
Phe

Glu

Thr

Thr

Val

25

Gly

Arg

Gly

Glu

Leu

105

Lys

Tyr

Val

Met

Tyr

185

Asn

Met

Pro

Gly

Tyr

265

Ile

Asn

Gln

Tyr

Phe

345

Arg

Met

Gly

Phe

Gly

10

Pro

Gly

Pro

Pro

Gly

90

Thr

Thr

Glu

Ser

Leu

170

Gly

Gly

Asp

Cys

Gln

250

Lys

Asp

Gly

Asp

Ser

330

Thr

Gly

Asn

Asp

Ser

Leu

Glu

Cys

Leu

Leu

75

Val

Leu

Thr

Asp

Asn

155

Met

Thr

Glu

Ile

Asn

235

Pro

Trp

Ser

Lys

Gly

315

Thr

Met

Met

Trp

Pro
395

Asn

Ala

Ser

Gln

His

Cys

Asp

Asn

Thr

Val

140

Leu

Asp

Gly

Ala

Phe

220

Ile

Val

Gly

Ser

Glu

300

Lys

Asp

Gln

Val

Leu
380

Lys

Ile

Ala

His

Thr

45

Lys

Pro

Tyr

Gln

Pro

125

Lys

Pro

Gly

Tyr

Asn

205

Glu

Thr

Gly

Val

Lys

285

Asp

Leu

Ser

Arg

Leu
365
Asp

Glu

Arg

Ser

Pro

30

Val

Ile

Asp

Ala

Trp

110

Arg

Leu

Cys

Gly

Cys

190

Ile

Ser

Gln

Val

Glu

270

Lys

Gly

Ile

Val

Gly

350

Val

Ala

Ile

Ile

Leu

15

Lys

Asp

Gly

Ala

Ser

95

Met

Thr

Leu

Gly

Arg

175

Asp

Asp

Asn

Val

Cys

255

Ser

Phe

Val

Lys

Ser

335

Gly

Phe

Glu

Val

Gly

Ala

Leu

Thr

Asp

Lys

80

Trp

Pro

Tyr

Ala

Met

160

Gly

Ala

Gln

Ser

Tyr

240

Asp

Phe

Thr

Leu

Asn

320

Thr

Leu

Ser

Gly

Lys

400

Glu
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254

Val Gly Ser Thr Tyr Ala Pro

405

420

410

425

Val Ala Arg Gly Leu Thr Ala Ser

435

<210> SEQ I
<211> LENGT.
<212> TYPE:

D NO 93
H: 1380
DNA

440

<213> ORGANISM: Trichoderma reeseil

<400> SEQUE:
atggcgeect
geegeccage
tgtacaaagt
cgctggatge
ctectgeectyg
gectegggeg
tctggegget
gtgatgctga
tgtggagaga
tataacacgg
acatggagga
atcctggagyg
tgcgactetyg
cceggagata
aacggctege
gacatcccca
tacggeggec
atttggaacg
agcagcaccg
ttctecaaca
cegectgegt
ccgagetgea
acgtgcacgt
<210> SEQ I
<211> LENGT.

<212> TYPE:
<213> ORGAN

NCE: 93

cagttacact

aaccgggtac

ccggggggty

acgacgcaaa

acgaggcgac

tcacgaccte

acagcagegt

agctcaacgg

acggcteget

ceggtgecaa

acggcaccct

gcaactcgag

Cngtthgg

cegttgacac

cctegggeaa

gegeccagece

tcgecaccat

acaacagcca

agggcaaccc

tCCgCtgggg

ccagcacgac

cgcagactca

cgggcactac

D NO 94

H: 459
PRT

geegttgace acggccatce

cagcacccce gaggtccate

cgtggeccayg gacacctegg

ctacaactcyg tgcaccgtca

ctgtggcaag aactgcttca

gggcagcage ctcaccatga

ctctectegyg ctgtatctec

ccaggagcetyg agcttcegacyg

ctacctgtet cagatggacg

ctacgggage ggctactgeg

caacactage caccagggct

ggcgaatgcee ttgaccecte

cttcaaccce tatggcageg

ctccaagacce ttcaccatca

ccttgtgage atcacccgea

cggeggegac accatctegt

gggcaaggce ctgagcagcg

gtacatgaac tggctcgaca

atccaacatc ctggccaaca

agacattggyg tctactacga

gttttegact acacggagga

ctgggggcag tgcggtggea

gtgccagtat agcaacgact

ISM: Trichoderma reeseil

<400> SEQUENCE: 94

Met Ala Pro
1

Ala Arg Leu

His Pro Lys
35

Ser Val Thr Leu

5

Val Ala Ala Gln

20

Leu Thr Thr Tyr

10

25

40

tggccattge

ccaagttgac

tggtccttga

angngCgt

tcgagggcgt

accagtacat

tggactctga

tcgacctete

agaacggggy

atgctcagtyg

tctgctgeaa

actcttgeac

gctacaaaag

tcacccagtt

agtaccagca

cctgecegte

gecatggtgcet

geggcaacgce

accccaacac

actcgactge

getegacgac

ttgggtacag

actactcgca

30

45

415

Gly Gly Lys Cys Gly Val Lys Ser Arg
430

ceggetegte

aacctacaag

ctggaactac

caacaccacg

cgactacgee

geccagecage

cggtgagtac

tgctctgeey

cgccaaccag

ccecegtecag

cgagatggat

ggccacggece

ctactacgge

caacacggac

aaacggegtce

cgecteagece

cgtgttcage

cggecectge

gcacgtegte

gececegece

ttcgagcage

cgggtgcaag

atgcctttag

Pro Leu Thr Thr Ala Ile Leu Ala Ile

15

Gln Pro Gly Thr Ser Thr Pro Glu Val

Lys Cys Thr Lys Ser Gly Gly Cys Val

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380
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-continued

256

Ala
Asp
65

Leu

Met

Pro

Leu

145

Cys

Gly

Cys

Thr

Asn

225

Cys

Ser

Ile

Ala

305

Tyr

Leu

Asp

Asn

Arg

385

Pro

Thr

Gly

Gln

Gln

50

Ala

Cys

Asp

Asn

Arg

130

Asn

Gly

Ala

Asp

Ser

210

Ser

Asp

Tyr

Ile

Ser

290

Gln

Gly

Val

Ser

Ile

370

Trp

Pro

Ser

Ile

Tyr
450

Asp

Asn

Pro

Tyr

Gln

115

Leu

Gly

Glu

Asn

Ala

195

His

Arg

Ser

Tyr

Thr

275

Ile

Pro

Gly

Phe

Gly

355

Leu

Gly

Ala

Ser

Gly
435

Ser

Thr

Tyr

Asp

Ala

100

Tyr

Tyr

Gln

Asn

Gln

180

Gln

Gln

Ala

Ala

Gly

260

Gln

Thr

Gly

Leu

Ser

340

Asn

Ala

Asp

Ser

Ser
420

Tyr

Asn

Ser

Asn

Glu

85

Ala

Met

Leu

Glu

Gly

165

Tyr

Cys

Gly

Asn

Gly

245

Pro

Phe

Arg

Gly

Ala

325

Ile

Ala

Asn

Ile

Ser
405
Pro

Ser

Asp

Val

Ser

70

Ala

Ser

Pro

Leu

Leu

150

Ser

Asn

Pro

Phe

Ala

230

Cys

Gly

Asn

Lys

Asp

310

Thr

Trp

Gly

Asn

Gly

390

Thr

Ser

Gly

Tyr

Val

55

Cys

Thr

Gly

Ser

Asp

135

Ser

Leu

Thr

Val

Cys

215

Leu

Gly

Asp

Thr

Tyr

295

Thr

Met

Asn

Pro

Pro

375

Ser

Thr

Cys

Cys

Tyr
455

Leu

Thr

Cys

Val

Ser

120

Ser

Phe

Tyr

Ala

Gln

200

Cys

Thr

Phe

Thr

Asp

280

Gln

Ile

Gly

Asp

Cys

360

Asn

Thr

Phe

Thr

Lys
440

Ser

Asp

Val

Gly

Thr

105

Ser

Asp

Asp

Leu

Gly

185

Thr

Asn

Pro

Asn

Val

265

Asn

Gln

Ser

Lys

Asn

345

Ser

Thr

Thr

Ser

Gln
425

Thr

Gln

Trp

Asn

Lys

90

Thr

Gly

Gly

Val

Ser

170

Ala

Trp

Glu

His

Pro

250

Asp

Gly

Asn

Ser

Ala

330

Ser

Ser

His

Asn

Thr
410
Thr

Cys

Cys

Asn

Gly

75

Asn

Ser

Gly

Glu

Asp

155

Gln

Asn

Arg

Met

Ser

235

Tyr

Thr

Ser

Gly

Cys

315

Leu

Gln

Thr

Val

Ser

395

Thr

His

Thr

Leu

Tyr

60

Gly

Cys

Gly

Tyr

Tyr

140

Leu

Met

Tyr

Asn

Asp

220

Cys

Gly

Ser

Pro

Val

300

Pro

Ser

Tyr

Glu

Val

380

Thr

Arg

Trp

Ser

Arg Trp Met

Val

Phe

Ser

Ser

125

Val

Ser

Asp

Gly

Gly

205

Ile

Thr

Ser

Lys

Ser

285

Asp

Ser

Ser

Met

Gly

365

Phe

Ala

Arg

Gly

Gly
445

Asn

Ile

Ser

110

Ser

Met

Ala

Glu

Ser

190

Thr

Leu

Ala

Gly

Thr

270

Gly

Ile

Ala

Gly

Asn

350

Asn

Ser

Pro

Ser

Gln
430

Thr

Thr

Glu

95

Leu

Val

Leu

Leu

Asn

175

Gly

Leu

Glu

Thr

Tyr

255

Phe

Asn

Pro

Ser

Met

335

Trp

Pro

Asn

Pro

Ser
415

Cys

Thr

His

Thr

80

Gly

Thr

Ser

Lys

Pro

160

Gly

Tyr

Asn

Gly

Ala

240

Lys

Thr

Leu

Ser

Ala

320

Val

Leu

Ser

Ile

Pro

400

Thr

Gly

Cys
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-continued
<210> SEQ ID NO 95
<211> LENGTH: 1545
<212> TYPE: DNA
<213> ORGANISM: Trichoderma reeseil
<400> SEQUENCE: 95
atgtatcgga agttggcegt catcteggece ttettggeca cagetegtge tcagteggece 60
tgcactctee aatcggagac tcaccegect ctgacatgge agaaatgete gtetggtgge 120
acgtgcacte aacagacagg ctcegtggte atcgacgcca actggegetyg gactcacget 180
acgaacagca gcacgaactg ctacgatgge aacacttgga gctcgacccet atgtectgac 240
aacgagacct gcegegaagaa ctgcetgtetyg gacggtgecg cctacgegte cacgtacgga 300
gttaccacga geggtaacag cctcetccatt ggetttgtca cccagtetge gecagaagaac 360
gttggegete gectttacet tatggcgage gacacgacct accaggaatt caccctgett 420
ggcaacgagt tctectttega tgttgatgtt tegcagetge cgtgeggett gaacggaget 480
ctctactteg tgtccatgga cgcggatggt ggegtgagea agtatcccac caacaccget 540
ggcgcecaagt acggcacggg gtactgtgac agccagtgte ccegegatcet gaagtteatce 600
aatggccagg ccaacgttga gggctgggag cegtcatcca acaacgcgaa cacgggcatt 660
ggaggacacyg gaagctgetyg ctetgagatg gatatctggg aggccaacte catctecgag 720
getettacee ceccacccettyg cacgactgte ggccaggaga tctgcgaggg tgatgggtge 780
ggcggaactt actccgataa cagatatgge ggcacttgeg atcccgatgg ctgcgactgy 840
aacccatace gectgggcaa caccagette tacggcecctyg getcaagett taccctegat 900
accaccaaga aattgaccgt tgtcacccag ttegagacgt cgggtgccat caaccgatac 960

tatgtccaga atggcgtcac tttccagcag cccaacgcecg agcttggtag ttactctggce 1020
aacgagctca acgatgatta ctgcacagct gaggaggcag aattcggcgg atcctcettte 1080
tcagacaagg gcggcctgac tcagttcaag aaggctacct ctggcggcat ggttctggtce 1140
atgagtctgt gggatgatta ctacgccaac atgctgtgge tggactccac ctacccgaca 1200
aacgagacct cctccacacce cggtgeegtg cgeggaaget gcetcecaccag ctceeggtgte 1260
cctgctcagg tcgaatctca gtcectceccaac gccaaggtca ccttcectccaa catcaagtte 1320
ggacccattyg gcagcaccgg caaccctage ggcggcaacce ctecceggegg aaacccgect 1380
ggcaccacca ccacccgcecg cccagecact accactggaa getctecegg acctacccag 1440
tctcactacg geccagtgegg cggtattgge tacagcggcece ccacggtctg cgccagcggce 1500
acaacttgcce aggtcctgaa cccttactac tctcagtgec tgtaa 1545
<210> SEQ ID NO 96

<211> LENGTH: 514

<212> TYPE: PRT

<213> ORGANISM: Trichoderma reesei

<400> SEQUENCE: 96

Met Tyr Arg Lys Leu Ala Val Ile Ser Ala Phe Leu Ala Thr Ala Arg
1 5 10 15

Ala Gln Ser Ala Cys Thr Leu Gln Ser Glu Thr His Pro Pro Leu Thr
20 25 30

Trp Gln Lys Cys Ser Ser Gly Gly Thr Cys Thr Gln Gln Thr Gly Ser
35 40 45

Val Val Ile Asp Ala Asn Trp Arg Trp Thr His Ala Thr Asn Ser Ser
50 55 60
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260

Thr
65

Asn

Ser

Ala

Ser

145

Leu

Thr

Cys

Trp

Ser

225

Ala

Gly

Cys

Ser

Leu

305

Tyr

Ser

Ala

Phe

Asp

385

Asn

Ser

Pro

Thr
465

Ser

Asn

Glu

Thr

Thr

Ser

130

Phe

Tyr

Asn

Pro

Glu

210

Cys

Leu

Asp

Asp

Phe

290

Thr

Val

Tyr

Glu

Lys

370

Asp

Glu

Ser

Thr

Ser
450

Arg

His

Cys

Thr

Tyr

Gln

115

Asp

Asp

Phe

Thr

Arg

195

Pro

Cys

Thr

Gly

Pro

275

Tyr

Val

Gln

Ser

Phe

355

Lys

Tyr

Thr

Gly

Phe
435
Gly

Arg

Tyr

Tyr

Cys

Gly

100

Ser

Thr

Val

Val

Ala

180

Asp

Ser

Ser

Pro

Cys

260

Asp

Gly

Val

Asn

Gly

340

Gly

Ala

Tyr

Ser

Val

420

Ser

Gly

Pro

Gly

Asp

Ala

85

Val

Ala

Thr

Asp

Ser

165

Gly

Leu

Ser

Glu

His

245

Gly

Gly

Pro

Thr

Gly

325

Asn

Gly

Thr

Ala

Ser

405

Pro

Asn

Asn

Ala

Gln

Gly

Lys

Thr

Gln

Tyr

Val

150

Met

Ala

Lys

Asn

Met

230

Pro

Gly

Cys

Gly

Gln

310

Val

Glu

Ser

Ser

Asn

390

Thr

Ala

Ile

Pro

Thr
470

Cys

Asn

Asn

Thr

Lys

Gln

135

Ser

Asp

Lys

Phe

Asn

215

Asp

Cys

Thr

Asp

Ser

295

Phe

Thr

Leu

Ser

Gly

375

Met

Pro

Gln

Lys

Pro
455

Thr

Gly

Thr

Cys

Ser

Asn

120

Glu

Gln

Ala

Tyr

Ile

200

Ala

Ile

Thr

Tyr

Trp

280

Ser

Glu

Phe

Asn

Phe

360

Gly

Leu

Gly

Val

Phe
440
Gly

Thr

Gly

Trp

Cys

Gly

105

Val

Phe

Leu

Asp

Gly

185

Asn

Asn

Trp

Thr

Ser

265

Asn

Phe

Thr

Gln

Asp

345

Ser

Met

Trp

Ala

Glu

425

Gly

Gly

Gly

Ile

Ser

Leu

90

Asn

Gly

Thr

Pro

Gly

170

Thr

Gly

Thr

Glu

Val

250

Asp

Pro

Thr

Ser

Gln

330

Asp

Asp

Val

Leu

Val

410

Ser

Pro

Asn

Ser

Gly

Ser

75

Asp

Ser

Ala

Leu

Cys

155

Gly

Gly

Gln

Gly

Ala

235

Gly

Asn

Tyr

Leu

Gly

315

Pro

Tyr

Lys

Leu

Asp

395

Arg

Gln

Ile

Pro

Ser
475

Tyr

Thr

Gly

Leu

Arg

Leu

140

Gly

Val

Tyr

Ala

Ile

220

Asn

Gln

Arg

Arg

Asp

300

Ala

Asn

Cys

Gly

Val

380

Ser

Gly

Ser

Gly

Pro
460

Pro

Ser

Leu

Ala

Ser

Leu

125

Gly

Leu

Ser

Cys

Asn

205

Gly

Ser

Glu

Tyr

Leu

285

Thr

Ile

Ala

Thr

Gly

365

Met

Thr

Ser

Pro

Ser
445
Gly

Gly

Gly

Cys

Ala

Ile

110

Tyr

Asn

Asn

Lys

Asp

190

Val

Gly

Ile

Ile

Gly

270

Gly

Thr

Asn

Glu

Ala

350

Leu

Ser

Tyr

Cys

Asn

430

Thr

Thr

Pro

Pro

Pro

Tyr

95

Gly

Leu

Glu

Gly

Tyr

175

Ser

Glu

His

Ser

Cys

255

Gly

Asn

Lys

Arg

Leu

335

Glu

Thr

Leu

Pro

Ser

415

Ala

Gly

Thr

Thr

Thr

Asp

Ala

Phe

Met

Phe

Ala

160

Pro

Gln

Gly

Gly

Glu

240

Glu

Thr

Thr

Lys

Tyr

320

Gly

Glu

Gln

Trp

Thr

400

Thr

Lys

Asn

Thr

Gln
480

Val
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485

490

495

Cys Ala Ser Gly Thr Thr Cys Gln Val Leu Asn Pro Tyr Tyr Ser Gln

Cys Leu

500

<210> SEQ ID NO 97
<211> LENGTH: 1611

<212> TYPE:

DNA

505

<213> ORGANISM: Trichoderma reeseil

<400> SEQUENCE: 97

atgattgtcg

ctagaggagce

caaatactga

ctgtgettee

cgctgcaage

aacatccegyg

agtcggatcg

caatgcatat

ggccactget

ggaaccaagg

acccctetcea

tatgceggac

aatggcgaat

attcgtcaaa

ttaaacacct

taactattgt

actccaaagt

cagctgaacc

tggccggcaa

tctecgagag

accagccccce

gctattggac

ggtcgatcgg

ggcaccggat

gtctgggtcea

gactcccact

caagcctact

gecattctcac

ggcaagctty

gatatgtcaa

ggaagcacat

tcaagctegt

tcgageteeg

ggaaccgcta

tacgcetetyg

gcagcagetyg

caatctgtta

tggagcaaac

agtttgtggt

actctattge

ttgtcgtgga

gecteecece

tcectettec

gtgccaatge

ttccaaatgt

accaagaccc

ctcttegegy

catcgtacac

gtettettge

gaaagcagce

ttggtattcg

agccaggcgg

gtgegetece

ttgtgcaget

<210> SEQ ID NO 98
<211> LENGTH: 471

<212> TYPE:

PRT

cacgctgget

ctcaagegte

ggggccaatg

gegtctacte

ccacgegege

cgacgectee

cgtattcagyg

aagttagcag

tcgcaaaggt

ctgaaggetce

cttggecgac

gtatgacttyg

cgatggtggc

atattccgat

ccectteect

agagcctgac

tcagtcagee

tgcgatgtat

ggcegetcag

attggcaacc

gcaaggcaac

caatcacgge

taccggacag

cccatecgea

cgagtgtgac

agatgccttyg

tctcacaaac

acgctggeca cactcgcage

tggtaattat gtgaaccctce

tggtggccayg aattggtegyg

caacgactat tactcccagt

cgegtegacyg acttctegag

acctggttet actactacca

caaccctttt gttggggtca

cctegetatt cctagettga

tcoctetttt atgtggetgt

atcattcact gcagagatac

atccgcaccyg ccaacaagaa

ccggategeyg attgegetge

gtcgccaaat ataagaacta

atccggacce tcctggttat

tcecttteceyg ceggeatett

tctettgeca acctggtgac

taccttgagt gcatcaacta

ttggacgcetyg gccatgcagyg

ctatttgcaa atgtttacaa

aatgtcgcca actacaacgg

getgtetaca acgagaagcet

tggtccaacyg ccttetteat

caacagtggyg gagactggtyg

aacactgggyg actcgttget

ggcaccageg acagcagtge

caaccggege ctcaagetgg

gcaaacccat cgttectgta

<213> ORGANISM: Trichoderma reeseil

<400> SEQUENCE: 98

510

tagtgtgect

tcaagagacc

gtcegacttyg

gtcttecegg

tatcccceccac

gagtacctce

ctcettggge

ctggagccat

aggtcctece

tcttgacaag

tggcggtaac

ccttgecteg

tatcgacacc

tggtatgagt

gtegttgtge

caaccteggt

cgcegteaca

atggcttgge

gaatgcatcg

gtggaacatt

gtacatccac

cactgatcaa

caatgtgatc

ggattegttt

gccacgattt

tgcttggtte

a

Met Ile Val Gly Ile Leu Thr Thr Leu Ala Thr Leu Ala Thr Leu Ala

1

5

10

15

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1611
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Ala

Gln

Ser

Ala

65

Ser

Ser

Ala

Ala

145

Asp

Arg

Tyr

Tyr

Thr

225

Pro

Ala

Gly

Gln

305

Arg

Ser

Tyr

Ala

Gln
385

Ile

Trp

Ser

Cys

Thr

50

Ala

Ser

Thr

Gly

Ser

130

Thr

Thr

Thr

Asp

Ser

210

Ile

Ile

Lys

Val

His

290

Leu

Gly

Pro

Ile

Phe
370
Gln

Arg

Val

Val

Gly

35

Cys

Ser

Pro

Thr

Asn

115

Glu

Ala

Leu

Ala

Leu

195

Ile

Arg

Glu

Cys

Thr

275

Ala

Phe

Leu

Pro

His

355

Phe

Gln

Pro

Lys

Pro

20

Gly

Val

Ser

Thr

Thr

100

Pro

Val

Ala

Asp

Asn

180

Pro

Ala

Gln

Pro

Ala

260

Gln

Gly

Ala

Ala

Ser

340

Ala

Ile

Trp

Ser

Pro
420

Leu

Gln

Tyr

Ser

Thr

85

Arg

Phe

Ser

Ala

Lys

165

Lys

Asp

Asp

Ile

Asp

245

Asn

Leu

Trp

Asn

Thr

325

Tyr

Ile

Thr

Gly

Ala
405

Gly

Glu

Asn

Ser

Ser

70

Ser

Val

Val

Ser

Ala

150

Thr

Asn

Arg

Gly

Val

230

Ser

Ala

Asn

Leu

Val

310

Asn

Thr

Gly

Asp

Asp

390

Asn

Gly

Glu

Trp

Asn

55

Ser

Arg

Pro

Gly

Leu

135

Val

Pro

Gly

Asp

Gly

215

Val

Leu

Gln

Leu

Gly

295

Tyr

Val

Gln

Arg

Gln
375
Trp

Thr

Glu

Arg

Ser

40

Asp

Thr

Ser

Pro

Val

120

Ala

Ala

Leu

Gly

Cys

200

Val

Glu

Ala

Ser

Pro

280

Trp

Lys

Ala

Gly

Leu

360

Gly

Cys

Gly

Cys

Gln

25

Gly

Tyr

Arg

Ser

Val

105

Thr

Ile

Lys

Met

Asn

185

Ala

Ala

Tyr

Asn

Ala

265

Asn

Pro

Asn

Asn

Asn

345

Leu

Arg

Asn

Asp

Asp
425

Ala

Pro

Tyr

Ala

Ser

90

Gly

Pro

Pro

Val

Glu

170

Tyr

Ala

Lys

Ser

Leu

250

Tyr

Val

Ala

Ala

Tyr

330

Ala

Ala

Ser

Val

Ser

410

Gly

Cys

Thr

Ser

Ala

75

Ala

Ser

Trp

Ser

Pro

155

Gln

Ala

Leu

Tyr

Asp

235

Val

Leu

Ala

Asn

Ser

315

Asn

Val

Asn

Gly

Ile

395

Leu

Thr

Ser

Cys

Gln

60

Ser

Thr

Gly

Ala

Leu

140

Ser

Thr

Gly

Ala

Lys

220

Ile

Thr

Glu

Met

Gln

300

Ser

Gly

Tyr

His

Lys

380

Gly

Leu

Ser

Ser

Cys

45

Cys

Thr

Pro

Thr

Asn

125

Thr

Phe

Leu

Gln

Ser

205

Asn

Arg

Asn

Cys

Tyr

285

Asp

Pro

Trp

Asn

Gly

365

Gln

Thr

Asp

Asp

Val

30

Ala

Leu

Thr

Pro

Ala

110

Ala

Gly

Met

Ala

Phe

190

Asn

Tyr

Thr

Leu

Ile

270

Leu

Pro

Arg

Asn

Glu

350

Trp

Pro

Gly

Ser

Ser
430

Trp

Ser

Pro

Ser

Pro

95

Thr

Tyr

Ala

Trp

Asp

175

Val

Gly

Ile

Leu

Gly

255

Asn

Asp

Ala

Ala

Ile

335

Lys

Ser

Thr

Phe

Phe
415

Ser

Gly

Gly

Gly

Arg

80

Gly

Tyr

Tyr

Met

Leu

160

Ile

Val

Glu

Asp

Leu

240

Thr

Tyr

Ala

Ala

Leu

320

Thr

Leu

Asn

Gly

Gly

400

Val

Ala
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-continued

Pro Arg Phe Asp Ser His Cys Ala Leu Pro Asp Ala Leu Gln Pro Ala
435 440 445

Pro Gln Ala Gly Ala Trp Phe Gln Ala Tyr Phe Val Gln Leu Leu Thr
450 455 460

Asn Ala Asn Pro Ser Phe Leu
465 470

<210> SEQ ID NO 99

<211> LENGTH: 2046

<212> TYPE: DNA

<213> ORGANISM: Humicola insolens

<400> SEQUENCE: 99

gecgtgacct tgegegettt gggtggeggt ggcgagtegt ggacggtget tgetggtege 60
cggecttece ggcegatcecge gtgatgagag ggecaccaac ggegggatga tgctccatgg 120
ggaacttcce catggagaag agagagaaac ttgcggagee gtgatctggg gaaagatget 180
cegtgteteg tcectatataac tegagtetee ccgageecte aacaccacca getctgatcet 240
caccatccce atcgacaatce acgcaaacac agcagttgte gggecattce ttcagacaca 300
tcagtcacce tccttcaaaa tgegtacege caagttegec acccetegecg ccecettgtgge 360
cteggecgee geccagcagg cgtgcagtet caccaccgag aggcacccett ccectetettg 420
gaacaagtgc accgccggeg gecagtgcca gaccgtccag gettecatca ctetegacte 480
caactggege tggactcacce aggtgtetgg ctecaccaac tgctacacgg gcaacaagtg 540
ggatactagce atctgcactg atgccaagtce gtgegcetcag aactgetgeg tegatggtge 600
cgactacacce agcacctatg gcatcaccac caacggtgat tecctgagece tcaagttegt 660
caccaagggce cagcactcga ccaacgtegg ctegegtace tacctgatgg acggcegagga 720
caagtatcag agtacgttct atcttcagece ttetegegece ttgaatcetg getaacgttt 780
acacttcaca gccttegage tecteggeaa cgagttcace ttecgatgteg atgtctccaa 840
catcggetge ggtctcaacg gegecctgta cttegtetece atggacgecg atggtggtet 900
cagccgetat cctggecaaca aggctggtge caagtacggt accggetact gegatgetca 960

gtgceccecegt gacatcaagt tcatcaacgg cgaggccaac attgagggct ggaccggcetce 1020

caccaacgac cccaacgccg gcegcgggcecg ctatggtacce tgctgcectcectg agatggatat 1080

ctgggaagcce aacaacatgg ctactgectt cactcctcac ccttgcacca tcattggeca 1140

gagcegetge gagggcgact cgtgeggtgg cacctacage aacgageget acgecggegt 1200

ctgcgaccce gatggctgeg acttcaactce gtaccgccag ggcaacaaga ccttctacgg 1260

caagggcatyg accgtcgaca ccaccaagaa gatcactgte gtcacccagt tcctcaagga 1320

tgccaacggce gatctcggeg agatcaagcg cttcectacgtce caggatggca agatcatccce 1380

caactccgag tccaccatce ceggegtega gggcaattece atcacccagg actggtgega 1440

ccgccagaag gttgectttg gegacattga cgacttcaac cgcaagggcg gcatgaagca 1500

gatgggcaag gccctegecg gceccatggt cctggtcatg tecatctggg atgaccacge 1560

ctccaacatg ctctggcteg actcgacctt ccectgtegat geccgetggca agcccggegce 1620

cgagegeggt gectgeccga ccaccteggg tgtcectget gaggttgagg ccgaggeccce 1680

caacagcaac gtcgtcttcect ccaacatccg ctteggecce atcggctcga cegttgetgg 1740

tcteccegge gegggcaacg goggcaacaa cggcggeaac ccececgeece ccaccaccac 1800

cacctecteg gecteceggeca ccaccaccac cgecageget ggccccaagg ctggecgetg 1860
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268

gcagcagtge ggeggcateg gettcactgg cccgacccag

caccaagcte aacgactggt actctcagtg cctgtaaatt

tcacggcegy tttttgcatg aaaggaaaca aacgaccgeg

gatgte

<210> SEQ ID NO 100

<211> LENGTH:

<212> TYPE:
<213> ORGANISM:

PRT

<400> SEQUENCE:

Met Arg Thr Ala

1

Ala

Ser

Ser

Ser

65

Asp

Thr

Phe

Leu

Glu

145

Gly

Tyr

Ala

Glu

Tyr

225

Ala

Cys

Gly

Asn

Ile
305

Glu

Ala

Trp

Ile

50

Thr

Ala

Ser

Val

Met

130

Phe

Ala

Pro

Gln

Gly

210

Gly

Thr

Glu

Val

Lys
290

Thr

Ile

Gln

Asn

35

Thr

Asn

Lys

Thr

Thr

115

Asp

Thr

Leu

Gly

Cys

195

Trp

Thr

Ala

Gly

Cys

275

Thr

Val

Lys

Gln

20

Lys

Leu

Cys

Ser

Tyr

100

Lys

Gly

Phe

Tyr

Asn

180

Pro

Thr

Cys

Phe

Asp

260

Asp

Phe

Val

Arg

525

Humicola insolens

100

Lys

5

Ala

Cys

Asp

Tyr

Cys

85

Gly

Gly

Glu

Asp

Phe

165

Lys

Arg

Gly

Cys

Thr

245

Ser

Pro

Tyr

Thr

Phe
325

Phe

Cys

Thr

Ser

Thr

70

Ala

Ile

Gln

Asp

Val

150

Val

Ala

Asp

Ser

Ser

230

Pro

Cys

Asp

Gly

Gln
310

Tyr

Ala

Ser

Ala

Asn

55

Gly

Gln

Thr

His

Lys

135

Asp

Ser

Gly

Ile

Thr

215

Glu

His

Gly

Gly

Lys

295

Phe

Val

Thr

Leu

Gly

40

Trp

Asn

Asn

Thr

Ser

120

Tyr

Val

Met

Ala

Lys

200

Asn

Met

Pro

Gly

Cys

280

Gly

Leu

Gln

Leu

Thr

25

Gly

Arg

Lys

Cys

Asn

105

Thr

Gln

Ser

Asp

Lys

185

Phe

Asp

Asp

Cys

Thr

265

Asp

Met

Lys

Asp

Ala

10

Thr

Gln

Trp

Trp

Cys

90

Gly

Asn

Thr

Asn

Ala

170

Tyr

Ile

Pro

Ile

Thr

250

Tyr

Phe

Thr

Asp

Gly
330

Ala

Glu

Cys

Thr

Asp

75

Val

Asp

Val

Phe

Ile

155

Asp

Gly

Asn

Asn

Trp

235

Ile

Ser

Asn

Val

Ala

315

Lys

tgcgaggage cctacatttg
ctgagtcget gactcgacga

ataaaaatgg agggtaatga

Leu

Arg

Gln

His

60

Thr

Asp

Ser

Gly

Glu

140

Gly

Gly

Thr

Gly

Ala

220

Glu

Ile

Asn

Ser

Asp
300

Asn

Ile

Val

His

Thr

45

Gln

Ser

Gly

Leu

Ser

125

Leu

Cys

Gly

Gly

Glu

205

Gly

Ala

Gly

Glu

Tyr
285
Thr

Gly

Ile

Ala

Pro

30

Val

Val

Ile

Ala

Ser

110

Arg

Leu

Gly

Leu

Tyr

190

Ala

Ala

Asn

Gln

Arg

270

Arg

Thr

Asp

Pro

Ser

15

Ser

Gln

Ser

Cys

Asp

95

Leu

Thr

Gly

Leu

Ser

175

Cys

Asn

Gly

Asn

Ser

255

Tyr

Gln

Lys

Leu

Asn
335

Ala

Leu

Ala

Gly

Thr

80

Tyr

Lys

Tyr

Asn

Asn

160

Arg

Asp

Ile

Arg

Met

240

Arg

Ala

Gly

Lys

Gly

320

Ser

1920

1980

2040

2046
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270

Glu Ser Thr
Cys Asp Arg
355

Lys Gly Gly
370

Leu Val Met
385

Asp Ser Thr

Gly Ala Cys

Ala Pro Asn

435

Gly Ser Thr
450

Gly Gly Asn
465

Thr Thr Thr

Cys Gly Gly

Ile Cys Thr
515

<210> SEQ I
<211> LENGT.
<212> TYPE:

Ile Pro Gly Val Glu

340

Gln Lys Val Ala Phe

360

Met Lys Gln Met Gly

375

Ser Ile Trp Asp Asp
390

Phe Pro Val Asp Ala

405

Pro Thr Thr Ser Gly

420

Ser Asn Val Val Phe

440

Val Ala Gly Leu Pro

455

Pro Pro Pro Pro Thr
470

Thr Ala Ser Ala Gly

485

Ile Gly Phe Thr Gly

500

Lys Leu Asn Asp Trp

D NO 101
H: 1812
DNA

520

Gly

345

Gly

Lys

His

Ala

Val

425

Ser

Gly

Thr

Pro

Pro

505

Tyr

Asn

Asp

Ala

Ala

Gly

410

Pro

Asn

Ala

Thr

Lys

490

Thr

Ser

Ser

Ile

Leu

Ser

395

Lys

Ala

Ile

Gly

Thr

475

Ala

Gln

Gln

<213> ORGANISM: Myceliophthora thermophila

<400> SEQUENCE: 101

atggccaaga

attgaggagc

gactttctca

aaatccagga

tcgacctgeg

agttccaaca

agcaccagga

gtgactagca

ggCgtCngC

agcatgaccg

tggctegace

getgccaata

ccttetegte

ccagcccaac

ggcgagtttt

cgcaagcaca

atggccaaca

cacgagttga

agetttteat

gccagaactyg

tcgagtaatg

ctcaatgegyg

ttgcgcagaa

ctcegtegte

geggecagete

ttceceggegy

tcttegecaa

gtactctgge

ggaacgtcac

atgcecggtge

ccccaccttt

ttgtegteta

cgattgcaaa

tcattgagta

tggtgaccaa

cegtgtacge

caccgeegec

cggcgctgtg

gcataaggce

cggcaacggyg

cgagtggtac

gacttccace

ctecctectec

tgcgaccace

cgactactac

ggccaaggcet

catcgacacc

caatcctccee

cttgacggga

cgaccteeee

cggcggcgcec

ctcggacatce

catgaacgtyg

gctcaagcag

cttgeggetyg

tggtaagaaa

caccecetteg

tggcagggtc

tctecagtgee

tcgcagegea

accaccacgc

acggcgaget

aggtccgagg

tcegeegteg

ctgatggtee

tatgctggtyg

tcggttacct

gaccgtgact

gccaactaca

cggatcatce

gccaagtgcea

ctgaacctge

Ile Thr Gln
350

Asp Asp Phe
365

Ala Gly Pro
380

Asn Met Leu

Pro Gly Ala

Glu Val Glu

430

Arg Phe Gly
445

Asn Gly Gly
460

Ser Ser Ala

Gly Arg Trp

Cys Glu Glu

510

Cys Leu
525

cegtgttgge
geceggtetyg
actgactgtyg
ccacatgetyg
tgcccaacaa
gcagcagcac
ccectecegt
actctggcaa
tccacaatct
ccgaagtece
agactctgte

agttacatgg

gacctggagg
gegecgecge
ggagctacat
tggttatcga
gcaacgccge

ccaacgtege

Asp Trp

Asn Arg

Met Val

Trp Leu

400

Glu Arg
415

Ala Glu

Pro Ile

Asn Asn

Pro Ala

480

Gln Gln
495

Pro Tyr

ggccceegte
agtttcccat
agaatcgatc
cgecteggge
tcaggtgacyg
ctccagcage
ctccagecce
ccecttetey
cgccattect
tagcttccag
ccagatcegyg
cggegacttyg
caaaacaaaa
tgcgtccaac
cgacgcetate
gecegacteg
gtcgacgtac

catgtatctce

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080
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-continued
gacgccggee acgecggetyg geteggetgg cccgcecaaca tecageccge cgecgacctyg 1140
tttgcecggca tctacaatga cgccggcaag ccggctgecg tccgeggcect ggccactaac 1200
gtcgeccaact acaacgcctg gagtatceget tecggccccecgt cgtacacgtce ccecctaaccect 1260
aactacgacg agaagcacta catcgaggcece ttcagccege tectgaacge ggecggette 1320
ccegecacget tcattgtega cactggccge aacggcaaac aacctaccgg tatggttttt 1380
ttettttttt ttctetgtte cecctecceccect tececttecag ttggecgtcca caaggtetcet 1440
tagtcttget tettectcecgga ccaaccttcee cccaccecca aaacgcaccg cccacaaccg 1500
ttcgactcta tactcttggg aatgggcgce gaaactgacce gttcgacagg ccaacaacag 1560
tggggtgact ggtgcaatgt caagggcact ggctttggcg tgcgcccgac ggccaacacg 1620
ggccacgacce tggtcgatge ctttgtetgg gtcaagcceg geggcgagtce cgacggcaca 1680
agcgacacca gcgecgeccg ctacgactac cactgeggece tgtecgatge cctgcagect 1740
gcteeggagyg ctggacagtg gttceccaggece tacttcgage agectgctcac caacgccaac 1800
ccgcecttet aa 1812

<210> SEQ I
<211> LENGT.
<212> TYPE:
<213> ORGAN

D NO 102
H: 482
PRT

ISM: Myceliophthora thermophila

<400> SEQUENCE: 102

Met Ala Lys
1

Ala Ala Pro
Gln Cys Gly
35

Ser Thr Cys
50

Asn Gln Val
65

Arg Ser Ser

Ser Ser Thr

Pro Gly Gly

115

Gly Val Arg
130

Leu Ala Ile
145

Val Ala Glu

Asp Thr Leu

Ala Gly Ala
195

Pro Asp Arg
210

Ala Asn Gly
225

Lys Leu Phe Ile Thr

5

Val Ile Glu Glu Arg

20

Gly Asn Gly Trp Gln

40

Val Ala Gln Asn Glu

55

Thr Ser Ser Asn Thr

Ser Thr Ser Ser Ser

85

Thr Thr Pro Pro Pro

100

Ala Thr Thr Thr Ala

120

Leu Phe Ala Asn Asp

135

Pro Ser Met Thr Gly
150

Val Pro Ser Phe Gln

165

Met Val Gln Thr Leu

180

Asn Pro Pro Tyr Ala

200

Asp Cys Ala Ala Ala

215

Gly Ala Ala Asn Tyr
230

Ala

Gln

25

Gly

Trp

Pro

Ser

Val

105

Ser

Tyr

Thr

Trp

Ser
185
Ala

Ala

Arg

Ala

Asn

Pro

Tyr

Ser

Thr

90

Ser

Tyr

Tyr

Leu

Leu

170

Gln

Gln

Ser

Ser

Leu

Cys

Thr

Ser

Ser

75

Arg

Ser

Ser

Arg

Ala

155

Asp

Ile

Leu

Asn

Tyr
235

Ala Ala Ala
Gly Ala Val
30

Cys Cys Ala
45

Gln Cys Leu
60

Thr Ser Thr

Ser Gly Ser

Pro Val Thr
110

Gly Asn Pro
125

Ser Glu Val
140

Ala Lys Ala

Arg Asn Val

Arg Ala Ala

190

Val Val Tyr
205

Gly Glu Phe
220

Ile Asp Ala

Val Leu

Trp Thr

Ser Gly

Pro Asn

Ser Gln

80

Ser Ser
95

Ser Ile

Phe Ser

His Asn

Ser Ala

160

Thr Ile

175

Asn Asn

Asp Leu

Ser Ile

Ile Arg
240
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Lys His Ile

Pro Asp Ser

Ser Asn Ala

275

Gln Leu Asn
290

Gly Trp Leu
305

Ala Gly Ile

Ala Thr Asn

Ser Tyr Thr

355

Ala Phe Ser
370

Val Asp Thr
385

Gly Asp Trp

Ala Asn Thr

Gly Gly Glu

435

Tyr His Cys
450

Gln Trp Phe
465

Pro Phe
<210> SEQ I

<211> LENGT.
<212> TYPE:

Ile Glu Tyr Ser Asp

245

Met Ala Asn Met Val

260

Ala Ser Thr Tyr His

280

Leu Pro Asn Val Ala

295

Gly Trp Pro Ala Asn
310

Tyr Asn Asp Ala Gly

325

Val Ala Asn Tyr Asn

340

Ser Pro Asn Pro Asn

360

Pro Leu Leu Asn Ala

375

Gly Arg Asn Gly Lys
390

Cys Asn Val Lys Gly

405

Gly His Asp Leu Val

420

Ser Asp Gly Thr Ser

440

Gly Leu Ser Asp Ala

455

Gln Ala Tyr Phe Glu
470

D NO 103
H: 1802
DNA

Ile

Thr

265

Glu

Met

Ile

Lys

Ala

345

Tyr

Ala

Gln

Thr

Asp

425

Asp

Leu

Gln

Arg

250

Asn

Leu

Tyr

Gln

Pro

330

Trp

Asp

Gly

Pro

Gly

410

Ala

Thr

Gln

Leu

Ile

Met

Thr

Leu

Pro

315

Ala

Ser

Glu

Phe

Thr

395

Phe

Phe

Ser

Pro

Leu
475

<213> ORGANISM: Myceliophthora thermophila

<400> SEQUENCE: 103

atggccaaga

attgaggagc

gattttcteg

aaatccagga

tcgacctgeg

agttccacca

accaccagga

gtgaccagca

ggCgtCngC

agcatgactg

tggctegace

gctctcaata

agetttteat

gccagaactyg

tcgagtaatg

ctcaatgegyg

ttgcgcagaa

ctcegtegte

geggecagete

ttceceggegy

tcttegecaa

gtactctgge

ggaacgtcac

aggccggtgc

caccgecgeg

cggcgctgtg

gcataagggce

cggtaacggg

cgagtggtac

gacttccace

ctecctectec

tgcgacctee

cgactactac

ggccaaggcet

catcgacacc

caatcctccee

cttgeggetyg

tggtaagaaa

caccecetteg

tggcaaggtc

tctecagtgee

tcgcagegea

tccaccacge

acggcgaget

aggtccgagg

tcegeegteg

ctgatggtee

tatgctggtyg

Ile Leu Val
Asn Val Ala
270

Val Tyr Ala
285

Asp Ala Gly
300

Ala Ala Asp

Ala Val Arg

Ile Ala Ser

350

Lys His Tyr
365

Pro Ala Arg
380

Gly Gln Gln

Gly Val Arg

Val Trp Val
430

Ala Ala Arg
445

Ala Pro Glu
460

Thr Asn Ala

cegtgttgge
geceggtecg
actgaccgtyg
ccacatgetyg
tgcccaacag
gcaccagcac
ccecegecegt
actctggcaa
tccacaatct
ccgaagtece
agactctgte

agttacatgg

Ile Glu
255

Lys Cys

Leu Lys

His Ala

Leu Phe
320

Gly Leu
335

Ala Pro

Ile Glu

Phe Ile

Gln Trp
400

Pro Thr
415

Lys Pro

Tyr Asp

Ala Gly

Asn Pro
480

ggccceegte
agtcteccat
agaatcgatc
cgecteggge
ccaggtgacyg
ctccagcage
ctccagecce
ccecttetey
cgccattect
tagcttccag
ccaggteegyg

cgacttgect

60

120

180

240

300

360

420

480

540

600

660

720
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-continued
tctegtecee tacctttett gacgggatceg gttacctgac ctggaggcaa aacaacaaca 780
geecaacteyg tegtcectacga cctecccgac cgtgactgtyg cegecgetge gtecaacgge 840
gagttttcga ttgcaaacgg cggcgecgcece aactacagga gctacatcga cgcetatcege 900
aagcacatca ttgagtactc ggacatccgg atcatcctgg ttatcgagece cgactcgatg 960
gccaacatgyg tgaccaacat gaacgtggcce aagtgcagca acgccgegtce gacgtaccac 1020
gagttgaccg tgtacgcgct caagcagctg aacctgccca acgtcgccat gtatctcgac 1080
geeggecacy ceggetgget cggetggece gecaacatce ageccgecge cgagetgttt 1140
geeggcatet acaatgatge cggcaagecg getgeegtee geggectgge cactaacgtce 1200
gccaactaca acgcctggag catcgctteg geccegtegt acacgtcgec taaccctaac 1260
tacgacgaga agcactacat cgaggccttce agcccgcetet tgaactcgge cggcecttceccce 1320
gcacgcttceca ttgtcgacac tggccgcaac ggcaaacaac ctaccggtat gttttttttt 1380
cttttgtecte tgtceccceee ttttetecce cttcagttgg cgtccacaag gtcectcettagt 1440
cctgcttecat ctgtgaccaa cctceccceccce cceggcaccg cccacaaccg tttgactceta 1500
tactcttggg aatgggcgcec gaaactgacce gttceccacagg ccaacaacag tggggtgact 1560
ggtgcaatgt caagggcacc ggctttggeg tgcgcccgac ggccaacacg ggcecacgage 1620
tggtcgatge ctttgtctgg gtcaagecccg gcggcgagtce cgacggcaca agcgacacca 1680
gegecgeceyg ctacgactac cactgeggece tgtccgatge cctgcagect geccccgagyg 1740
ctggacagtg gttccaggcc tacttcgagce agctgctcac caacgccaac ccgeccttet 1800
aa 1802

<210> SEQ I
<211> LENGT.
<212> TYPE:
<213> ORGAN

D NO 104
H: 481
PRT

ISM: Myceliophthora thermophila

<400> SEQUENCE: 104

Met Ala Lys
1

Ala Ala Pro

Gln Cys Gly
35

Ser Thr Cys
50

Ser Gln Val

Arg Ser Thr

Ser Ser Ser
Pro Gly Gly
115

Gly Val Arg
130

Leu Ala Ile
145

Val Ala Glu

Lys Leu Phe Ile Thr

5

Val Ile Glu Glu Arg

20

Gly Asn Gly Trp Gln

40

Val Ala Gln Asn Glu

55

Thr Ser Ser Thr Thr

Ser Thr Ser Ser Ser

85

Thr Thr Pro Pro Pro

100

Ala Thr Ser Thr Ala

120

Leu Phe Ala Asn Asp

135

Pro Ser Met Thr Gly
150

Val Pro Ser Phe Gln

165

Ala

Gln

25

Gly

Trp

Pro

Thr

Val

105

Ser

Tyr

Thr

Trp

Ala

Asn

Pro

Tyr

Ser

Thr

90

Ser

Tyr

Tyr

Leu

Leu
170

Leu

Cys

Thr

Ser

Ser

75

Arg

Ser

Ser

Arg

Ala
155

Asp

Ala Ala Ala

Gly Ala Val
30

Cys Cys Ala
45

Gln Cys Leu
60

Thr Ser Thr

Ser Gly Ser

Pro Val Thr
110

Gly Asn Pro
125

Ser Glu Val
140

Ala Lys Ala

Arg Asn Val

Val Leu

Trp Thr

Ser Gly

Pro Asn

Ser Gln

80

Ser Ser
95

Ser Ile

Phe Ser

His Asn

Ser Ala

160

Thr Ile
175
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Asp Thr Leu
Ala Gly Ala
195

Pro Asp Arg
210

Ala Asn Gly
225

Lys His Ile

Pro Asp Ser

Ser Asn Ala

275

Gln Leu Asn
290

Gly Trp Leu
305

Ala Gly Ile

Ala Thr Asn

Ser Tyr Thr

355

Ala Phe Ser
370

Val Asp Thr
385

Gly Asp Trp

Ala Asn Thr

Gly Gly Glu

435

Tyr His Cys
450

Gln Trp Phe
465

Pro
<210> SEQ I

<211> LENGT.
<212> TYPE:

<213> ORGANISM: Thielavia terrestris

Met Val Gln Thr Leu

180

Asn Pro Pro Tyr Ala

200

Asp Cys Ala Ala Ala

215

Gly Ala Ala Asn Tyr
230

Ile Glu Tyr Ser Asp

245

Met Ala Asn Met Val

260

Ala Ser Thr Tyr His

280

Leu Pro Asn Val Ala

295

Gly Trp Pro Ala Asn
310

Tyr Asn Asp Ala Gly

325

Val Ala Asn Tyr Asn

340

Ser Pro Asn Pro Asn

360

Pro Leu Leu Asn Ser

375

Gly Arg Asn Gly Lys
390

Cys Asn Val Lys Gly

405

Gly His Glu Leu Val

420

Ser Asp Gly Thr Ser

440

Gly Leu Ser Asp Ala

455

Gln Ala Tyr Phe Glu
470

D NO 105
H: 1446
DNA

<400> SEQUENCE: 105

atggctcaga

gtegaggage

ggcgcgacct

tgcctgecca

agcagcacca

ccegtggtea

agcteettet

gccagaactyg

getgegette

acagccaggt

ccagccacag

ctacceegec

cgecegeeged

cggtteegte

gggcaatace

gactaccteg

cagcggtece

gagtacctce

Ser

185

Ala

Ala

Arg

Ile

Thr

265

Glu

Met

Ile

Lys

Ala

345

Tyr

Ala

Gln

Thr

Asp

425

Asp

Leu

Gln

Gln

Gln

Ser

Ser

Arg

250

Asn

Leu

Tyr

Gln

Pro

330

Trp

Asp

Gly

Pro

Gly

410

Ala

Thr

Gln

Leu

Val

Leu

Asn

Tyr

235

Ile

Met

Thr

Leu

Pro

315

Ala

Ser

Glu

Phe

Thr

395

Phe

Phe

Ser

Pro

Leu
475

cttgcggeca

tggagccaat

tgcgttgage

accagcaaga

accagcacga

atccceggeyg

Arg Ala Leu
190

Val Val Tyr
205

Gly Glu Phe
220

Ile Asp Ala

Ile Leu Val

Asn Val Ala

270

Val Tyr Ala
285

Asp Ala Gly
300

Ala Ala Glu

Ala Val Arg

Ile Ala Ser

350

Lys His Tyr
365

Pro Ala Arg
380

Gly Gln Gln

Gly Val Arg

Val Trp Val
430

Ala Ala Arg
445

Ala Pro Glu
460

Thr Asn Ala

gegecctege
geggeggeat
tgaacccgta
ccacctecac
gcaccaccac

gtgcctegte

Asn Lys

Asp Leu

Ser Ile

Ile Arg
240

Ile Glu
255

Lys Cys

Leu Lys

His Ala

Leu Phe
320

Gly Leu
335

Ala Pro

Ile Glu

Phe Ile

Gln Trp
400

Pro Thr
415

Lys Pro

Tyr Asp

Ala Gly

Asn Pro
480

tgctcecegte
tggctggtee
ctactecgeag
caccaccagg
caccagcagt

aacggccage

60

120

180

240

300

360
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tggtececggea accegttete gggcgtgecag atgtgggeca acgactacta cgcectcecgag 420
gtetegtege tggecatccee cagcatgacg ggcgcecatgg ccaccaaggce ggecgaggtyg 480
gccaaggtge ccagettcca gtggettgac cgcaacgtca ccatcgacac getgttegece 540
cacacgctgt cgcagatccg cgcggcecaac cagaaaggceg ccaacccgece ctacgeggge 600
atcttegtgg tctacgacct tccggaccge gactgegecyg cegecgegte caacggcgag 660
ttctecateg cgaacaacgg ggcggccaac tacaagacgt acatcgacge gatccggage 720
ctegtecatee agtactcaga catccgeatce atcttegtea tegagcccega ctcegetggece 780
aacatggtga ccaacctgaa cgtggccaag tgcgccaacyg ccgagtcgac ctacaaggag 840
ttgaccgtcet acgegetgca gcagctgaac ctgcccaacyg tggcecatgta cctggacgece 900
ggccacgeeyg getggetegg ctggeccgece aacatccage cggccgecaa cctettegee 960
gagatctaca cgagcgccgg caagcecggcece gecgtgegeg gectcegecac caacgtggec 1020
aactacaacg gctggagect ggccacgecg cectegtaca cccagggega ccccaactac 1080
gacgagagcce actacgtcca ggcectegece cecgcetgetca cegccaacgg cttecccegee 1140
cacttcatca ccgacaccgg ccgcaacgge aagcagccga ccggacaacyg gcaatgggga 1200
gactggtgca acgttatcgg aactggcttc ggcgtgcgec cgacgacaaa caccggectce 1260
gacatcgagyg acgcecttegt ctgggtcaag cccggeggeyg agtgcgacgg cacgagcaac 1320
acgacctcte cccgctacga ctaccactge ggectgtegg acgcgcectgca gectgctecg 1380
gaggccggea cttggttcca ggectactte gagcagetce tgaccaacgce caacccgece 1440
ttttaa 1446

<210> SEQ I
<211> LENGT.
<212> TYPE:
<213> ORGAN

D NO 106
H: 481
PRT

ISM: Thielavia terrestris

<400> SEQUENCE: 106

Met Ala Gln
1

Ala Ala Pro

Gln Cys Gly
35

Asn Thr Cys
50

Ser Gln Val

Ser Ser Thr

Thr Thr Ser

Gly Gly Ala

115

Val Gln Met
130

Ala Ile Pro
145

Ala Lys Val

Lys Leu Leu Leu Ala

5

Val vVal Glu Glu Arg

20

Gly Ile Gly Trp Ser

40

Val Glu Leu Asn Pro

55

Thr Thr Ser Thr Ser

Thr Ser His Ser Ser

85

Ser Pro Val Val Thr

100

Ser Ser Thr Ala Ser

120

Trp Ala Asn Asp Tyr

135

Ser Met Thr Gly Ala
150

Pro Ser Phe Gln Trp

165

Ala

Gln

25

Gly

Tyr

Lys

Gly

Thr

105

Trp

Tyr

Met

Leu

Ala

Asn

Ala

Tyr

Thr

Pro

90

Pro

Ser

Ala

Ala

Asp
170

Leu

Cys

Thr

Ser

Thr

75

Thr

Pro

Gly

Ser

Thr
155

Arg

Ala Ala Ser

Gly Ser Val
30

Cys Cys Ala
45

Gln Cys Leu
60

Ser Thr Thr

Ser Thr Ser

Ser Thr Ser
110

Asn Pro Phe
125

Glu Val Ser
140

Lys Ala Ala

Asn Val Thr

Ala Leu

Trp Ser

Ser Gly

Pro Asn

Thr Arg

Thr Thr

95

Ile Pro

Ser Gly

Ser Leu

Glu Val

160

Ile Asp
175



281

US 9,404,

-contin

137 B2

ued

282

Thr Leu Phe
Gly Ala Asn
195

Asp Arg Asp
210

Asn Asn Gly
225

Leu Val Ile

Asp Ser Leu

Asn Ala Glu

275

Leu Asn Leu
290

Trp Leu Gly
305

Glu Ile Tyr

Thr Asn Val

Tyr Thr Gln

355

Leu Ala Pro
370

Asp Thr Gly
385

Asp Trp Cys

Asn Thr Gly

Gly Glu Cys

435

His Cys Gly
450

Trp Phe Gln
465

Phe
<210> SEQ I

<211> LENGT.
<212> TYPE:

Ala His Thr Leu Ser

180

Pro Pro Tyr Ala Gly

200

Cys Ala Ala Ala Ala

215

Ala Ala Asn Tyr Lys
230

Gln Tyr Ser Asp Ile

245

Ala Asn Met Val Thr

260

Ser Thr Tyr Lys Glu

280

Pro Asn Val Ala Met

295

Trp Pro Ala Asn Ile
310

Thr Ser Ala Gly Lys

325

Ala Asn Tyr Asn Gly

340

Gly Asp Pro Asn Tyr

360

Leu Leu Thr Ala Asn

375

Arg Asn Gly Lys Gln
390

Asn Val Ile Gly Thr

405

Leu Asp Ile Glu Asp

420

Asp Gly Thr Ser Asn

440

Leu Ser Asp Ala Leu

455

Ala Tyr Phe Glu Gln
470

D NO 107
H: 1593
DNA

Gln

185

Ile

Ser

Thr

Arg

Asn

265

Leu

Tyr

Gln

Pro

Trp

345

Asp

Gly

Pro

Gly

Ala

425

Thr

Gln

Leu

Ile

Phe

Asn

Tyr

Ile

250

Leu

Thr

Leu

Pro

Ala

330

Ser

Glu

Phe

Thr

Phe

410

Phe

Thr

Pro

Leu

<213> ORGANISM: Chaetomium thermophilum

<400> SEQUENCE: 107

atgatgtaca

gettgetece

ggcaactgcet

actgttteeg

gatggcaaga

ggtatcacca

agaagttcge

tcaccactga

cgaccgtgaa

getegaccaa

getgegecca

ccagceggtga

cgctetegee

gacccacccce

cggegeegte

ctgctacacce

gacctgetge

ctcectgaac

Arg

Val

Gly

Ile

235

Ile

Asn

Val

Asp

Ala

315

Ala

Leu

Ser

Pro

Gly

395

Gly

Val

Ser

Ala

Thr
475

geectegtygyg

agactcactt

accatcgatg

ggcaacgagt

gthangCg

ctcaagtteg

Ala Ala Asn
190

Val Tyr Asp
205

Glu Phe Ser
220

Asp Ala Ile

Phe Val Ile

Val Ala Lys

270

Tyr Ala Leu
285

Ala Gly His
300

Ala Asn Leu

Val Arg Gly

Ala Thr Pro
350

His Tyr Val
365

Ala His Phe
380

Gln Arg Gln

Val Arg Pro

Trp Val Lys
430

Pro Arg Tyr
445

Pro Glu Ala
460

Asn Ala Asn

ctggegecge
ggaagcegetg
ccaactggeyg
gggataccte
ctgactactce

tcaccaagca

Gln Lys

Leu Pro

Ile Ala

Arg Ser
240

Glu Pro
255

Cys Ala

Gln Gln

Ala Gly

Phe Ala
320

Leu Ala
335

Pro Ser

Gln Ala

Ile Thr

Trp Gly
400

Thr Thr
415

Pro Gly

Asp Tyr

Gly Thr

Pro Pro
480

cgcccageag
cacctetgge
ctggactcac
catctgetet
ttcgacctat

ccagcacgge

60

120

180

240

300

360
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284

-continued
accaatgteg getcetegtgt ctacctgatg gagaacgaca ccaagtacca gatgttcgag 420
ctecteggea acgagttcac cttcegatgte gatgtctcecta acctgggetyg cggtctcaac 480
ggegecctet acttegtcete catggacgcet gatggtggta tgagcaagta ctctggcaac 540
aaggctggeg ccaagtacgg taccggetac tgegatgete agtgcccgeyg cgaccttaag 600
ttcatcaacg gcgaggccaa cattgagaac tggacccctt cgaccaatga tgccaacgcce 660
ggttteggee getatggcag ctgctgetcet gagatggata tctgggatgce caacaacatg 720
gctactgect tcactecctca ccecttgcace attateggece agagccgetg cgagggcaac 780
agctgeggtyg gcacctacag ctcectgagege tatgetggtyg tttgcgatcee tgatggetge 840
gacttcaacyg cctaccgcca gggcgacaag accttctacyg gcaagggcat gaccgtcgac 900
accaccaaga agatgaccgt cgtcacccag ttccacaaga actcggcetgg cgtectcage 960
gagatcaagc gcttctacgt tcaggacggc aagatcattg ccaacgccga gtccaagatce 1020
cceggeaace ccggcaacte catcacccag gagtggtgeg atgeccagaa ggtcegectte 1080
ggtgacatcg atgacttcaa ccgcaagggc ggtatggctce agatgagcaa ggccctcgag 1140
ggcectatgg tectggtcat gteegtetgg gatgaccact acgccaacat gctectggetce 1200
gactcgacct accccattga caaggecgge acccceggeg cegagegegg tgettgeeeg 1260
accaccteceg gtgteccctge cgagattgag gcccaggtcecce ccaacagcaa cgttatctte 1320
tccaacatce getteggece catcggeteg accgtcecctyg gectegacgyg cagcacccce 1380
agcaacccga ccgccaccegt tgctcectece acttctacca ccaccagegt gagaagcagce 1440
actactcaga tttccaccce gactagecag ceeggegget gcaccaccca gaagtgggge 1500
cagtgcggtg gtatcggcta caccggctgce actaactgeg ttgctggcac tacctgcact 1560
gagctcaacc cctggtacag ccagtgcectg taa 1593

<210> SEQ I
<211> LENGT.
<212> TYPE:
<213> ORGAN

D NO 108
H: 530
PRT

ISM: Chaetomium thermophilum

<400> SEQUENCE: 108

Met Met Tyr
1

Ala Ala Gln
Thr Trp Lys
35

Ala Val Thr
50

Ser Thr Asn
65

Asp Gly Lys

Ser Ser Thr

Phe Val Thr

115

Leu Met Glu
130

Glu Phe Thr

Lys Lys Phe Ala Ala

5

Gln Ala Cys Ser Leu

20

Arg Cys Thr Ser Gly

Ile Asp Ala Asn Trp

55

Cys Tyr Thr Gly Asn

70

Ser Cys Ala Gln Thr

85

Tyr Gly Ile Thr Thr

100

Lys His Gln His Gly

120

Asn Asp Thr Lys Tyr

135

Phe Asp Val Asp Val

Leu

Thr

25

Gly

Arg

Glu

Cys

Ser
105
Thr

Gln

Ser

Ala

10

Thr

Asn

Trp

Trp

Cys

90

Gly

Asn

Met

Asn

Ala

Glu

Cys

Thr

Asp

75

Val

Asp

Val

Phe

Leu

Leu Val Ala
Thr His Pro
30

Ser Thr Val
45

His Thr Val
60

Thr Ser Ile

Asp Gly Ala

Ser Leu Asn

110

Gly Ser Arg
125

Glu Leu Leu
140

Gly Cys Gly

Gly Ala

15

Arg Leu

Asn Gly

Ser Gly

Cys Ser
80

Asp Tyr

95

Leu Lys

Val Tyr

Gly Asn

Leu Asn
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286

145

Gly

Tyr

Ala

Glu

Tyr

225

Ala

Cys

Gly

Asp

Met

305

Glu

Glu

Cys

Lys

Leu

385

Asp

Gly

Gly

Ala

465

Thr

Gln

Cys

Cys

Ala

Ser

Gln

Asn

210

Gly

Thr

Glu

Val

Lys

290

Thr

Ile

Ser

Asp

Gly

370

Val

Ser

Ala

Pro

Ser

450

Thr

Thr

Lys

Val

Leu
530

Leu

Gly

Cys

195

Trp

Ser

Ala

Gly

Cys

275

Thr

Val

Lys

Lys

Ala

355

Gly

Met

Thr

Cys

Asn

435

Thr

Val

Gln

Trp

Ala
515

Tyr

Asn

180

Pro

Thr

Cys

Phe

Asn

260

Asp

Phe

Val

Arg

Ile

340

Gln

Met

Ser

Tyr

Pro

420

Ser

Val

Ala

Ile

Gly

500

Gly

Phe

165

Lys

Arg

Pro

Cys

Thr

245

Ser

Pro

Tyr

Thr

Phe

325

Pro

Lys

Ala

Val

Pro

405

Thr

Asn

Pro

Pro

Ser

485

Gln

Thr

<210> SEQ ID NO 109

<211> LENGTH:

<212> TYPE: DNA
<213> ORGANISM: Chaetomium thermophilum

1434

150

Val

Ala

Asp

Ser

Ser

230

Pro

Cys

Asp

Gly

Gln

310

Tyr

Gly

Val

Gln

Trp

390

Ile

Thr

Val

Gly

Pro

470

Thr

Cys

Thr

Ser

Gly

Leu

Thr

215

Glu

His

Gly

Gly

Lys

295

Phe

Val

Asn

Ala

Met

375

Asp

Asp

Ser

Ile

Leu

455

Thr

Pro

Gly

Cys

Met

Ala

Lys

200

Asn

Met

Pro

Gly

Cys

280

Gly

His

Gln

Pro

Phe

360

Ser

Asp

Lys

Gly

Phe

440

Asp

Ser

Thr

Gly

Thr
520

Asp

Lys

185

Phe

Asp

Asp

Cys

Thr

265

Asp

Met

Lys

Asp

Gly

345

Gly

Lys

His

Ala

Val

425

Ser

Gly

Thr

Ser

Ile
505

Glu

Ala

170

Tyr

Ile

Ala

Ile

Thr

250

Tyr

Phe

Thr

Asn

Gly

330

Asn

Asp

Ala

Tyr

Gly

410

Pro

Asn

Ser

Thr

Gln

490

Gly

Leu

155

Asp

Gly

Asn

Asn

Trp

235

Ile

Ser

Asn

Val

Ser

315

Lys

Ser

Ile

Leu

Ala

395

Thr

Ala

Ile

Thr

Thr

475

Pro

Tyr

Asn

Gly

Thr

Gly

Ala

220

Asp

Ile

Ser

Ala

Asp

300

Ala

Ile

Ile

Asp

Glu

380

Asn

Pro

Glu

Arg

Pro

460

Ser

Gly

Thr

Pro

Gly

Gly

Glu

205

Gly

Ala

Gly

Glu

Tyr

285

Thr

Gly

Ile

Thr

Asp

365

Gly

Met

Gly

Ile

Phe

445

Ser

Val

Gly

Gly

Trp
525

Met

Tyr

190

Ala

Phe

Asn

Gln

Arg

270

Arg

Thr

Val

Ala

Gln

350

Phe

Pro

Leu

Ala

Glu

430

Gly

Asn

Arg

Cys

Cys

510

Tyr

Ser

175

Cys

Asn

Gly

Asn

Ser

255

Tyr

Gln

Lys

Leu

Asn

335

Glu

Asn

Met

Trp

Glu

415

Ala

Pro

Pro

Ser

Thr

495

Thr

Ser

160

Lys

Asp

Ile

Arg

Met

240

Arg

Ala

Gly

Lys

Ser

320

Ala

Trp

Arg

Val

Leu

400

Arg

Gln

Ile

Thr

Ser

480

Thr

Asn

Gln
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-continued

<400> SEQUENCE: 109

atggctaagc agctgctgcet cactgcceget cttgcggceca cttegetgge tgcccctcete 60
cttgaggagc gccagagctg ctectcegte tggggtcaat geggtggcat caattacaac 120
ggcccgacct gctgecagte cggcagtgtt tgcacttacce tgaatgactg gtacagccag 180
tgcattcceg gtcaggctca gcccggcacg actagcacca cggctcggac caccagcacce 240
agcaccacca gcacttcgte ggtccgeceg accacctcega atacccectgt gacgactgcet 300
ccececegacga ccaccatcce gggeggegec tcgagcacgg ccagctacaa cggcaacccg 360
ttttegggtg ttcaactttyg ggccaacacc tactactegt ccgaggtgca cactttggec 420
atcceccaget tgtctecctga getggetgec aaggccgcca aggtcegetga ggttcccage 480
ttccagtgge tcgaccgcaa tgtgactgtt gacactctet tcteccggcac tcttgcecgaa 540
atccgegeceg ccaaccagceg cggtgccaac ccgecttatg cceggcatttt cgtggtttat 600
gacttaccag accgtgattg cgcggctget gcttcgaacg gecgagtggtce tatcgccaac 660
aatggtgcca acaactacaa gcgctacatc gaccggatcce gtgagctcct tatccagtac 720
tccgatatcc gcactattct ggtcattgaa cctgattcece tggccaacat ggtcaccaac 780
atgaacgtcc agaagtgctc gaacgctgcce tccacttaca aggagcttac tgtctatgcec 840
ctcaaacagc tcaatcttcce tcacgttgec atgtacatgg atgctggcca cgctggetgg 900
cttggetgge ccgccaacat ccagcctget getgagetct ttgctcaaat ctaccgegac 960

gctggcagge ccgcetgetgt ccgeggtett gecgaccaacg ttgccaacta caatgcettgg 1020
tcgatcgeca gecctcecgte ctacacctcet cctaacccga actacgacga gaagcactat 1080
attgaggcct ttgctcctet tetceccgcaac cagggctteg acgcaaagtt catcgtcegac 1140
accggecegta acggcaagca gcccactggce cagcttgaat ggggtcactg gtgcaatgtce 1200
aagggaactg gctteggtgt gegccctact gctaacactg ggcatgaact tgttgatget 1260
ttegtgtggg tcaagccegyg tggcgagtce gacggcacca gtgcggacac cagcgctgcet 1320
cgttatgact atcactgcgg cctttcecgac gcactgactce cggcgcectga ggctggccaa 1380
tggttccagg cttatttcga acagctgctce atcaatgcca acccteccget ctga 1434
<210> SEQ ID NO 110

<211> LENGTH: 477

<212> TYPE: PRT

<213> ORGANISM: Chaetomium thermophilum

<400> SEQUENCE: 110

Met Ala Lys Gln Leu Leu Leu Thr Ala Ala Leu Ala Ala Thr Ser Leu
1 5 10 15

Ala Ala Pro Leu Leu Glu Glu Arg Gln Ser Cys Ser Ser Val Trp Gly
20 25 30

Gln Cys Gly Gly Ile Asn Tyr Asn Gly Pro Thr Cys Cys Gln Ser Gly
35 40 45

Ser Val Cys Thr Tyr Leu Asn Asp Trp Tyr Ser Gln Cys Ile Pro Gly
50 55 60

Gln Ala Gln Pro Gly Thr Thr Ser Thr Thr Ala Arg Thr Thr Ser Thr
65 70 75 80

Ser Thr Thr Ser Thr Ser Ser Val Arg Pro Thr Thr Ser Asn Thr Pro
85 90 95

Val Thr Thr Ala Pro Pro Thr Thr Thr Ile Pro Gly Gly Ala Ser Ser
100 105 110
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290

Thr

Asn

Ser

145

Phe

Thr

Tyr

Ala

Asn

225

Ser

Met

Tyr

Ala

305

Ala

Tyr

Pro

Arg

Gly

385

Lys

Leu

Thr

Ser

Tyr
465

<210>
<211>
<212>
<213>

<400>

atgaagcttyg gttggatcga ggtggecgea ttggeggetg cetcagtagt cagtgccaag

Ala

Thr

130

Pro

Gln

Leu

Ala

Ala

210

Tyr

Asp

Val

Lys

Ala

290

Asn

Gly

Asn

Asn

Asn

370

Lys

Gly

Val

Ser

Asp

450

Phe

Ser

115

Tyr

Glu

Trp

Ala

Gly

195

Ala

Lys

Ile

Thr

Glu

275

Met

Ile

Arg

Ala

Tyr

355

Gln

Gln

Thr

Asp

Ala

435

Ala

Glu

Tyr

Tyr

Leu

Leu

Glu

180

Ile

Ser

Arg

Arg

Asn

260

Leu

Tyr

Gln

Pro

Trp

340

Asp

Gly

Pro

Gly

Ala

420

Asp

Leu

Gln

SEQUENCE :

Asn

Ser

Ala

Asp

165

Ile

Phe

Asn

Tyr

Thr

245

Met

Thr

Met

Pro

Ala

325

Ser

Glu

Phe

Thr

Phe

405

Phe

Thr

Thr

Leu

SEQ ID NO 111
LENGTH:
TYPE: DNA
ORGANISM: Aspergillus

2586

111

Gly

Ser

Ala

150

Arg

Arg

Val

Gly

Ile

230

Ile

Asn

Val

Asp

Ala

310

Ala

Ile

Lys

Asp

Gly

390

Gly

Val

Ser

Pro

Leu
470

Asn

Glu

135

Lys

Asn

Ala

Val

Glu

215

Asp

Leu

Val

Tyr

Ala

295

Ala

Val

Ala

His

Ala

375

Gln

Val

Trp

Ala

Ala
455

Ile

Pro

120

Val

Ala

Val

Ala

Tyr

200

Trp

Arg

Val

Gln

Ala

280

Gly

Glu

Arg

Ser

Tyr

360

Lys

Leu

Arg

Val

Ala

440

Pro

Asn

Phe

His

Ala

Thr

Asn

185

Asp

Ser

Ile

Ile

Lys

265

Leu

His

Leu

Gly

Pro

345

Ile

Phe

Glu

Pro

Lys

425

Arg

Glu

Ala

oryzae

Ser

Thr

Lys

Val

170

Gln

Leu

Ile

Arg

Glu

250

Cys

Lys

Ala

Phe

Leu

330

Pro

Glu

Ile

Trp

Thr

410

Pro

Tyr

Ala

Asn

Gly

Leu

Val

155

Asp

Arg

Pro

Ala

Glu

235

Pro

Ser

Gln

Gly

Ala

315

Ala

Ser

Ala

Val

Gly

395

Ala

Gly

Asp

Gly

Pro
475

Val

Ala

140

Ala

Thr

Gly

Asp

Asn

220

Leu

Asp

Asn

Leu

Trp

300

Gln

Thr

Tyr

Phe

Asp

380

His

Asn

Gly

Tyr

Gln
460

Pro

Gln

125

Ile

Glu

Leu

Ala

Arg

205

Asn

Leu

Ser

Ala

Asn

285

Leu

Ile

Asn

Thr

Ala

365

Thr

Trp

Thr

Glu

His

445

Trp

Leu

Leu

Pro

Val

Phe

Asn

190

Asp

Gly

Ile

Leu

Ala

270

Leu

Gly

Tyr

Val

Ser

350

Pro

Gly

Cys

Gly

Ser

430

Cys

Phe

Trp

Ser

Pro

Ser

175

Pro

Cys

Ala

Gln

Ala

255

Ser

Pro

Trp

Arg

Ala

335

Pro

Leu

Arg

Asn

His

415

Asp

Gly

Gln

Ala

Leu

Ser

160

Gly

Pro

Ala

Asn

Tyr

240

Asn

Thr

His

Pro

Asp

320

Asn

Asn

Leu

Asn

Val

400

Glu

Gly

Leu

Ala

60
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gatgatcteg cgtactccee tcctttctac cctteeccat gggcagatgg tcagggtgaa 120
tgggcggaag tatacaaacg cgctgtagac atagtttcce agatgacgtt gacagagaaa 180
gtcaacttaa cgactggaac aggatggcaa ctagagaggt gtgttggaca aactggcagt 240
gttecccagac tcaacatcce cagettgtgt ttgcaggata gtectettgg tattegttte 300
tcggactaca attcagettt ccctgegggt gttaatgteg ctgccacctyg ggacaagacyg 360
ctegectace ttegtggtca ggcaatgggt gaggagttca gtgataaggyg tattgacgtt 420
cagctgggte ctgetgetgg cectceteggt getcatcegyg atggceggtag aaactgggaa 480
ggtttctcac cagatccage cctcaccggt gtactttttyg cggagacgat taagggtatt 540
caagatgctg gtgtcattge gacagctaag cattatatca tgaacgaaca agagcattte 600
cgccaacaac ccgaggcetgce gggttacgga ttcaacgtaa gcegacagttt gagttccaac 660
gttgatgaca agactatgca tgaattgtac ctctggecct tegceggatgce agtacgceget 720
ggagtcggtyg ctgtcatgtg ctcttacaac caaatcaaca acagctacgg ttgcgagaat 780
agcgaaactce tgaacaagct tttgaaggceg gagettggtt tcecaaggett cgtcatgagt 840
gattggaccyg ctcatcacag cggegtagge getgetttag caggtctgga tatgtcgatg 900
cceggtgatg ttaccttega tagtggtacg tetttetggg gtgcaaactt gacggteggt 960
gtcecttaacg gtacaatcce ccaatggegt gttgatgaca tggctgtceccg tatcatggece 1020
gcttattaca aggttggccg cgacaccaaa tacaccccte ccaacttcag ctegtggacce 1080
agggacgaat atggtttcgc gcataaccat gtttcggaag gtgcttacga gagggtcaac 1140
gaattcgtgg acgtgcaacg cgatcatgcc gacctaatcc gtcgcatcgg cgcgcagagce 1200
actgttcectge tgaagaacaa gggtgccttg cccttgagec gcaaggaaaa gctggtegece 1260
cttctgggag aggatgcggg ttccaactcg tggggcgcta acggctgtga tgaccgtggt 1320
tgcgataacg gtacccttge catggcectgg ggtagcggta ctgcgaattt cccatacctce 1380
gtgacaccag agcaggcgat tcagaacgaa gttcttcagg gccgtggtaa tgtcecttegece 1440
gtgaccgaca gttgggcgct cgacaagatc gctgcggctg cccgceccaggce cagcgtatcet 1500
ctegtgtteg tcaactccga ctcaggagaa ggctatctta gtgtggatgg aaatgagggce 1560
gatcgtaaca acatcactct gtggaagaac ggcgacaatg tggtcaagac cgcagcgaat 1620
aactgtaaca acaccgttgt catcatccac tcecgtcggac cagttttgat cgatgaatgg 1680
tatgaccacc ccaatgtcac tggtattcte tgggctggtc tgccaggcca ggagtctggt 1740
aactccattg ccgatgtgcet gtacggtcgt gtcaaccctg gecgccaagte tectttcact 1800
tggggcaaga cccgggagtce gtatggttct cccttggtca aggatgccaa caatggcaac 1860
ggagcgceec agtctgattt cacccagggt gttttcateg attaccgeca tttcecgataag 1920
ttcaatgaga cccctatcta cgagtttgge tacggcttga gctacaccac cttcecgagcetce 1980
tcecgacctee atgttcagec cctgaacgcg tcccgataca ctcecccaccag tggcatgact 2040
gaagctgcaa agaactttgg tgaaattggc gatgcgtcgg agtacgtgta tccggagggyg 2100
ctggaaagga tccatgagtt tatctatccce tggatcaact ctaccgacct gaaggcatcg 2160
tctgacgatt ctaactacgg ctgggaagac tccaagtata ttcccgaagg cgccacggat 2220
gggtctgece agecccegttt gcecegctagt ggtggtgceg gaggaaaccce cggtctgtac 2280
gaggatcttt tccgegtcte tgtgaaggtc aagaacacgg gcaatgtcgce cggtgatgaa 2340
gttcctcage tgtacgttte cctaggegge ccgaatgage ccaaggtggt actgcgcaag 2400
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tttgagcgta ttcacttgge cecttegeag gaggecgtgt

cgtgaccttyg caaactggga cgtttegget caggactgga

acgatctacyg ttggaaactc ctcacggaaa ctgcegetece

cagtaa

<210>
<211>
<212>
<213>

<400>

Met
1
Val

Pro

Met

Ala

145

Gly

Ile

Ile

Tyr

Thr

225

Gly

Gly

Gly

Thr
305

Lys

Ser

Trp

Asp

50

Gly

Pro

Ile

Ala

Gly

130

Ala

Phe

Lys

Met

Gly

210

Met

Val

Cys

Phe

Gly
290

Phe

Leu

Leu

Ala

Ala

35

Ile

Thr

Arg

Arg

Ala

115

Glu

Gly

Ser

Gly

Asn

195

Phe

His

Gly

Glu

Gln
275
Ala

Asp

Asn

PRT

SEQUENCE :

Gly

Lys

20

Asp

Val

Gly

Leu

Phe

100

Thr

Glu

Pro

Pro

Ile

180

Glu

Asn

Glu

Ala

Asn

260

Gly

Ala

Ser

Gly

SEQ ID NO 112
LENGTH:
TYPE :
ORGANISM:

861

Aspergillus

112

Trp

5

Asp

Gly

Ser

Trp

Asn

85

Ser

Trp

Phe

Leu

Asp

165

Gln

Gln

Val

Leu

Val

245

Ser

Phe

Leu

Gly

Thr
325

Ile

Asp

Gln

Gln

Gln

70

Ile

Asp

Asp

Ser

Gly

150

Pro

Asp

Glu

Ser

Tyr

230

Met

Glu

Val

Ala

Thr

310

Ile

Glu

Leu

Gly

Met

55

Leu

Pro

Tyr

Lys

Asp

135

Ala

Ala

Ala

His

Asp

215

Leu

Cys

Thr

Met

Gly
295

Ser

Pro

oryzae

Val

Ala

Glu

40

Thr

Glu

Ser

Asn

Thr

120

Lys

His

Leu

Gly

Phe

200

Ser

Trp

Ser

Leu

Ser
280
Leu

Phe

Gln

Ala

Tyr

25

Trp

Leu

Arg

Leu

Ser

105

Leu

Gly

Pro

Thr

Val

185

Arg

Leu

Pro

Tyr

Asn

265

Asp

Asp

Trp

Trp

Ala

10

Ser

Ala

Thr

Cys

Cys

90

Ala

Ala

Ile

Asp

Gly

170

Ile

Gln

Ser

Phe

Asn

250

Lys

Trp

Met

Gly

Arg
330

Leu

Pro

Glu

Glu

Val

75

Leu

Phe

Tyr

Asp

Gly

155

Val

Ala

Gln

Ser

Ala

235

Gln

Leu

Thr

Ser

Ala

315

Val

ggacaacgac ccttaccegt
ccgtcactee ttaccccaag

aggccteget gectaaggec

Ala

Pro

Val

Lys

60

Gly

Gln

Pro

Leu

Val

140

Gly

Leu

Thr

Pro

Asn

220

Asp

Ile

Leu

Ala

Met
300

Asn

Asp

Ala

Phe

Tyr

45

Val

Gln

Asp

Ala

Arg

125

Gln

Arg

Phe

Ala

Glu

205

Val

Ala

Asn

Lys

His

285

Pro

Leu

Asp

Ala

Tyr

30

Lys

Asn

Thr

Ser

Gly

110

Gly

Leu

Asn

Ala

Lys

190

Ala

Asp

Val

Asn

Ala

270

His

Gly

Thr

Met

Ser

15

Pro

Arg

Leu

Gly

Pro

95

Val

Gln

Gly

Trp

Glu

175

His

Ala

Asp

Arg

Ser

255

Glu

Ser

Asp

Val

Ala
335

Val

Ser

Ala

Thr

Ser

80

Leu

Asn

Ala

Pro

Glu

160

Thr

Tyr

Gly

Lys

Ala

240

Tyr

Leu

Gly

Val

Gly
320

Val

2460

2520

2580

2586
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-continued

296

Arg

Pro

Asn

385

Thr

Lys

Ala

Ala

Gln

465

Ala

Leu

Lys

Thr

545

Tyr

Gln

Pro

Gly

Ser

625

Phe

Thr

Tyr

Ile

His
705
Ser

Gly

Ala

Ile

Pro

His

370

Gln

Val

Leu

Asn

Trp

450

Ala

Thr

Ser

Ser

Asn

530

Val

Asp

Glu

Gly

Ser

610

Asp

Asn

Phe

Thr

Gly

690

Glu

Asp

Ala

Gly

Met

Asn

355

Val

Arg

Leu

Val

Gly

435

Gly

Ile

Asp

Val

Val

515

Gly

Val

His

Ser

Ala

595

Pro

Phe

Glu

Glu

Pro

675

Asp

Phe

Asp

Thr

Gly

Ala

340

Phe

Ser

Asp

Leu

Ala

420

Cys

Ser

Gln

Ser

Ser

500

Asp

Asp

Ile

Pro

Gly

580

Lys

Leu

Thr

Thr

Leu

660

Thr

Ala

Ile

Ser

Asp
740

Asn

Ala

Ser

Glu

His

Lys

405

Leu

Asp

Gly

Asn

Trp

485

Leu

Gly

Asn

Ile

Asn

565

Asn

Ser

Val

Gln

Pro

645

Ser

Ser

Ser

Tyr

Asn
725

Gly

Pro

Tyr

Ser

Gly

Ala

390

Asn

Leu

Asp

Thr

Glu

470

Ala

Val

Asn

Val

His

550

Val

Ser

Pro

Lys

Gly

630

Ile

Asp

Gly

Glu

Pro
710
Tyr

Ser

Gly

Tyr

Trp

Ala

375

Asp

Lys

Gly

Arg

Ala

455

Val

Leu

Phe

Glu

Val

535

Ser

Thr

Ile

Phe

Asp

615

Val

Tyr

Leu

Met

Tyr

695

Trp

Gly

Ala

Leu

Lys

Thr

360

Tyr

Leu

Gly

Glu

Gly

440

Asn

Leu

Asp

Val

Gly

520

Lys

Val

Gly

Ala

Thr

600

Ala

Phe

Glu

His

Thr

680

Val

Ile

Trp

Gln

Tyr

Val

345

Arg

Glu

Ile

Ala

Asp

425

Cys

Phe

Gln

Lys

Asn

505

Asp

Thr

Gly

Ile

Asp

585

Trp

Asn

Ile

Phe

Val

665

Glu

Tyr

Asn

Glu

Pro
745

Glu

Gly

Asp

Arg

Arg

Leu

410

Ala

Asp

Pro

Gly

Ile

490

Ser

Arg

Ala

Pro

Leu

570

Val

Gly

Asn

Asp

Gly

650

Gln

Ala

Pro

Ser

Asp
730

Arg

Asp

Arg

Glu

Val

Arg

395

Pro

Gly

Asn

Tyr

Arg

475

Ala

Asp

Asn

Ala

Val

555

Trp

Leu

Lys

Gly

Tyr

635

Tyr

Pro

Ala

Glu

Thr
715
Ser

Leu

Leu

Asp

Tyr

Asn

380

Ile

Leu

Ser

Gly

Leu

460

Gly

Ala

Ser

Asn

Asn

540

Leu

Ala

Tyr

Thr

Asn

620

Arg

Gly

Leu

Lys

Gly

700

Asp

Lys

Pro

Phe

Thr

Gly

365

Glu

Gly

Ser

Asn

Thr

445

Val

Asn

Ala

Gly

Ile

525

Asn

Ile

Gly

Gly

Arg

605

Gly

His

Leu

Asn

Asn

685

Leu

Leu

Tyr

Ala

Arg

Lys

350

Phe

Phe

Ala

Arg

Ser

430

Leu

Thr

Val

Ala

Glu

510

Thr

Cys

Asp

Leu

Arg

590

Glu

Ala

Phe

Ser

Ala

670

Phe

Glu

Lys

Ile

Ser
750

Val

Tyr

Ala

Val

Gln

Lys

415

Trp

Ala

Pro

Phe

Arg

495

Gly

Leu

Asn

Glu

Pro

575

Val

Ser

Pro

Asp

Tyr

655

Ser

Gly

Arg

Ala

Pro
735

Gly

Ser

Thr

His

Asp

Ser

400

Glu

Gly

Met

Glu

Ala

480

Gln

Tyr

Trp

Asn

Trp

560

Gly

Asn

Tyr

Gln

Lys

640

Thr

Arg

Glu

Ile

Ser
720
Glu

Gly

Val
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298

-continued

755 760 765

Lys Val Lys Asn Thr Gly Asn Val Ala Gly Asp Glu Val Pro Gln Leu
770 775 780
Tyr Val Ser Leu Gly Gly Pro Asn Glu Pro Lys Val Val Leu Arg Lys
785 790 795 800
Phe Glu Arg Ile His Leu Ala Pro Ser Gln Glu Ala Val Trp Thr Thr
805 810 815
Thr Leu Thr Arg Arg Asp Leu Ala Asn Trp Asp Val Ser Ala Gln Asp
820 825 830

Trp Thr Val Thr Pro Tyr Pro Lys Thr Ile Tyr Val Gly Asn Ser Ser

835 840 845
Arg Lys Leu Pro Leu Gln Ala Ser Leu Pro Lys Ala Gln

850 855 860

<210> SEQ ID NO 113
<211> LENGTH: 3060
<212> TYPE: DNA
<213> ORGANISM: Aspergillus fumigatus
<400> SEQUENCE: 113
atgagattcg gttggetcega ggtggecget ctgacggecyg cttetgtage caatgeccag 60
gtttgtgatg ctttccegte attgtttegg atatagttga caatagtcat ggaaataatc 120
aggaattggce tttctcteca ccattctace cttegecttyg ggetgatgge cagggagagt 180
gggcagatge ccatcgacge gccgtcgaga tegtttetca gatgacactg geggagaagyg 240
ttaaccttac aacgggtact gggtgggttg cgactttttt gttgacagtg agctttctte 300
actgaccatc tacacagatg ggaaatggac cgatgcgteg gtcaaaccgyg cagcegttcce 360
aggtaagctt gcaattctgc aacaacgtgce aagtgtagtt gctaaaacgce ggtggtgcag 420
acttggtatc aactggggtc tttgtggeca ggattccect ttgggtatce gtttetgtga 480
gctatacceg cggagtcecttt cagtceccttgt attatgtget gatgattgtce tctgtatage 540
tgacctcaac tccgecttee ctgctggtac taatgtcegec gegacatggyg acaagacact 600
cgectaccett cgtggcaagg ccatgggtga ggaattcaac gacaagggeyg tggacatttt 660
gectggggect getgetggte ctcteggcaa atacceggac ggcggcagaa tctgggaagyg 720
cttetetect gatceggtte tcactggtgt acttttegec gaaactatca agggtatcca 780
agacgcgggt gtgattgcta ctgccaagca ttacattctyg aatgaacagyg agcatttccg 840
acaggttgge gaggcccagg gatatggtta caacatcacyg gagacgatca gctccaacgt 900
ggatgacaag accatgcacg agttgtacct ttggtgagta gttgacactg caaatgagga 960
ccttgattga tttgactgac ctggaatgca ggccecctttge agatgctgtg cgcggtaaga 1020
ttttcegtag acttgaccte gcecgacgaaga aatcgctgac gaaccatcgt agectggegtt 1080
ggcgctgtceca tgtgttccta caatcaaatc aacaacagct acggttgtca aaacagtcaa 1140
actctcaaca agctcectcaa ggctgagcetg ggcttceccaag gettegtecat gagtgactgyg 1200
agcgctcecace acagcggtgt cggcgctgce ctegetgggt tggatatgte gatgectgga 1260
gacattteccect tcgacgacgg actctectte tggggcacga acctaactgt cagtgttett 1320
aacggcaccg ttccagcetg gegtgtegat gacatggetg ttcecgtatcat gaccgcegtac 1380
tacaaggttg gtcgtgaccg tcecttegtatt cccecctaact tcagctcecctg gacccgggat 1440
gagtacggct gggagcattc tgctgtctcce gagggagcct ggaccaaggt gaacgacttce 1500
gtcaatgtgc agcgcagtca ctctcagatc atccgtgaga ttggtgccgce tagtacagtg 1560
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300

-continued
ctcttgaaga acacgggtgce tecttectttg accggcaagg aggttaaagt gggtgttcte 1620
ggtgaagacg ctggttccaa ccegtggggt gctaacgget gecccgaccg cggctgtgat 1680
aacggcactc ttgctatggc ctggggtagt ggtactgcca acttccctta ccttgtcacce 1740
ccecgagcagg ctatccageg agaggtcatce agcaacggcg gcaatgtctt tgectgtgact 1800
gataacgggg ctctcagcca gatggcagat gttgcatctc aatccaggtg agtgcgggcet 1860
cttagaaaaa gaacgttctc tgaatgaagt tttttaacca ttgcgaacag cgtgtcectttg 1920
gtgtttgtca acgccgactce tggagagggt ttcatcagtg tcgacggcaa cgagggtgac 1980
cgcaaaaatc tcactctgtg gaagaacggc gaggccgtca ttgacactgt tgtcagccac 2040
tgcaacaaca cgattgtggt tattcacagt gttgggcccg tcttgatcga ccggtggtat 2100
gataacccca acgtcactge catcatctgg geccggcecttge ccggtcagga gagtggcaac 2160
tcectggteg acgtgcteta tggccgegte aaccccageg ccaagaccece gttcacctgg 2220
ggcaagactc gggagtctta cggggctccce ttgctcaccg agecctaacaa tggcaatggt 2280
gctececcagg atgatttcaa cgagggegtce ttcattgact accgtcactt tgacaagcgce 2340
aatgagaccc ccatttatga gtttggccat ggcttgaget acaccacctt tggttactct 2400
cacctteggg ttcaggcect caatagttcg agttcggcat atgtcccgac tagcggagag 2460
accaagcctg cgccaaccta tggtgagatc ggtagtgcecg ccgactacct gtatcccgag 2520
ggtctcaaaa gaattaccaa gtttatttac ccttggctca actcgaccga cctcgaggat 2580
tcttctgacg acccgaacta cggctgggag gactcggagt acattcccga aggcgctagg 2640
gatgggtcte ctcaacccct cctgaaggcet ggcggcgcte ctggtggtaa ccectaccectt 2700
tatcaggatc ttgttagggt gtcggccacc ataaccaaca ctggtaacgt cgccggttat 2760
gaagtcccte aattggtgag tgacccgcat gttcecttgeg ttgcaatttg gctaactege 2820
ttctagtatg tttcactggg cggaccgaac gagcctceggg tegttectgeg caagttcecgac 2880
cgaatcttce tggctcecctgg ggagcaaaag gtttggacca cgactcttaa ccgtcegtgat 2940
ctcgccaatt gggatgtgga ggctcaggac tgggtcatca caaagtaccce caagaaagtg 3000
cacgtcggca gctcectegeg taagetgect ctgagagege ctcetgecceg tgtctactag 3060

<210> SEQ I
<211> LENGT.
<212> TYPE:
<213> ORGAN

D NO 114
H: 863
PRT

ISM: Aspergillus

<400> SEQUENCE: 114

Met Arg Phe
1

Ala Asn Ala

Trp Ala Asp
35

Glu Ile Val
50

Gly Thr Gly
65

Pro Arg Leu

Gly Ile Arg

Gly Trp Leu Glu Val

5

Gln Glu Leu Ala Phe

20

Gly Gln Gly Glu Trp

40

Ser Gln Met Thr Leu

55

Trp Glu Met Asp Arg

70

Gly Ile Asn Trp Gly

85

Phe Ser Asp Leu Asn

100

Ala

Ser

25

Ala

Ala

Cys

Leu

Ser
105

fumigatus

Ala

Pro

Asp

Glu

Val

Cys

90

Ala

Leu

Pro

Ala

Lys

Gly

75

Gly

Phe

Thr Ala Ala

Phe Tyr Pro
30

His Arg Arg
45

Val Asn Leu
60

Gln Thr Gly

Gln Asp Ser

Pro Ala Gly
110

Ser Val
15

Ser Pro

Ala Val

Thr Thr

Ser Val
80

Pro Leu
95

Thr Asn
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-continued

302

Met

Ala

145

Gly

Ile

Ile

Tyr

Thr

225

Gly

Gly

Gly

Ser
305

Arg

Pro

Ser

385

Thr

Ala

Ala

Gln

465

Ser

Ile

Ala

Gly

130

Ala

Phe

Lys

Leu

Gly

210

Met

Val

Cys

Phe

Gly

290

Phe

Leu

Ile

Pro

Ala

370

Gln

Val

Lys

Asn

Trp

450

Ala

Thr

Ser

Ser

Ala

115

Glu

Gly

Ser

Gly

Asn

195

Tyr

His

Gly

Gln

Gln

275

Ala

Asp

Asn

Met

Asn

355

Val

Arg

Leu

Val

Gly

435

Gly

Ile

Asp

Val

Val
515

Thr

Glu

Pro

Pro

Ile

180

Glu

Asn

Glu

Ala

Asn

260

Gly

Ala

Asp

Gly

Thr

340

Phe

Ser

Ser

Leu

Gly

420

Cys

Ser

Gln

Asn

Ser
500

Asp

Trp

Phe

Leu

Asp

165

Gln

Gln

Ile

Leu

Val

245

Ser

Phe

Leu

Gly

Thr

325

Ala

Ser

Glu

His

Lys

405

Val

Pro

Gly

Arg

Gly

485

Leu

Gly

Asp

Asn

Gly

150

Pro

Asp

Glu

Thr

Tyr

230

Met

Gln

Val

Ala

Leu

310

Val

Tyr

Ser

Gly

Ser

390

Asn

Leu

Asp

Thr

Glu
470
Ala

Val

Asn

Lys

Asp

135

Lys

Val

Ala

His

Glu

215

Leu

Cys

Thr

Met

Gly

295

Ser

Pro

Tyr

Trp

Ala

375

Gln

Thr

Gly

Arg

Ala

455

Val

Leu

Phe

Glu

Thr

120

Lys

Tyr

Leu

Gly

Phe

200

Thr

Trp

Ser

Leu

Ser

280

Leu

Phe

Ala

Lys

Thr

360

Trp

Ile

Gly

Glu

Gly

440

Asn

Ile

Ser

Val

Gly
520

Leu

Gly

Pro

Thr

Val

185

Arg

Ile

Pro

Tyr

Asn

265

Asp

Asp

Trp

Trp

Val

345

Arg

Thr

Ile

Ala

Asp

425

Cys

Phe

Ser

Gln

Asn
505

Asp

Ala

Val

Asp

Gly

170

Ile

Gln

Ser

Phe

Asn

250

Lys

Trp

Met

Gly

Arg

330

Gly

Asp

Lys

Arg

Leu

410

Ala

Asp

Pro

Asn

Met
490

Ala

Arg

Tyr

Asp

Gly

155

Val

Ala

Val

Ser

Ala

235

Gln

Leu

Ser

Ser

Thr

315

Val

Arg

Glu

Val

Glu

395

Pro

Gly

Asn

Tyr

Gly

475

Ala

Asp

Lys

Leu

Ile

140

Gly

Leu

Thr

Gly

Asn

220

Asp

Ile

Leu

Ala

Met

300

Asn

Asp

Asp

Tyr

Asn

380

Ile

Leu

Ser

Gly

Leu

460

Gly

Asp

Ser

Asn

Arg

125

Leu

Arg

Phe

Ala

Glu

205

Val

Ala

Asn

Lys

His

285

Pro

Leu

Asp

Arg

Gly

365

Asp

Gly

Thr

Asn

Thr

445

Val

Asn

Val

Gly

Leu
525

Gly

Leu

Ile

Ala

Lys

190

Ala

Asp

Val

Asn

Ala

270

His

Gly

Thr

Met

Leu

350

Trp

Phe

Ala

Gly

Pro

430

Leu

Thr

Val

Ala

Glu

510

Thr

Lys

Gly

Trp

Glu

175

His

Gln

Asp

Arg

Ser

255

Glu

Ser

Asp

Val

Ala

335

Arg

Glu

Val

Ala

Lys

415

Trp

Ala

Pro

Phe

Ser

495

Gly

Leu

Ala

Pro

Glu

160

Thr

Tyr

Gly

Lys

Ala

240

Tyr

Leu

Gly

Ile

Ser

320

Val

Ile

His

Asn

Ser

400

Glu

Gly

Met

Glu

Ala
480
Gln

Phe

Trp



303

US 9,404,137 B2

-continued

304

Lys

Thr

545

Tyr

Gln

Pro

Gly

Asp

625

Arg

Thr

Ser

Gly

Arg

705

Asp

Pro

Gly

Ser

Gln

785

Arg

Thr

Gln

Ser

Asn

530

Ile

Asp

Glu

Ser

Ala

610

Asp

Asn

Phe

Ala

Glu

690

Ile

Ser

Glu

Ala

Ala

770

Leu

Lys

Thr

Asp

Ser
850

Gly

Val

Asn

Ser

Ala

595

Pro

Phe

Glu

Gly

Tyr

675

Ile

Thr

Ser

Gly

Pro

755

Thr

Tyr

Phe

Thr

Trp

835

Arg

Glu

Val

Pro

Gly

580

Lys

Leu

Asn

Thr

Tyr

660

Val

Gly

Lys

Asp

Ala

740

Gly

Ile

Val

Asp

Leu

820

Val

Lys

Ala

Ile

Asn

565

Asn

Thr

Leu

Glu

Pro

645

Ser

Pro

Ser

Phe

Asp

725

Arg

Gly

Thr

Ser

Arg

805

Asn

Ile

Leu

<210> SEQ ID NO 115

<211> LENGTH:

<212> TYPE: DNA
<213> ORGANISM: Penicillium

<400> SEQUENCE:

tgaaaatgca

ccattgegea

gacttgacta

cgttctcaga

gggttctaca

gcccatacag

attgttttac

accgttctac

2800

115

Val

His

550

Val

Ser

Pro

Thr

Gly

630

Ile

His

Thr

Ala

Ile

710

Pro

Asp

Asn

Asn

Leu

790

Ile

Arg

Thr

Pro

Ile

535

Ser

Thr

Leu

Phe

Glu

615

Val

Tyr

Leu

Ser

Ala

695

Tyr

Asn

Gly

Pro

Thr

775

Gly

Phe

Arg

Lys

Leu
855

Asp

Val

Ala

Val

Thr

600

Pro

Phe

Glu

Arg

Gly

680

Asp

Pro

Tyr

Ser

Thr

760

Gly

Gly

Leu

Asp

Tyr

840

Arg

Thr

Gly

Ile

Asp

585

Trp

Asn

Ile

Phe

Val

665

Glu

Tyr

Trp

Gly

Pro

745

Leu

Asn

Pro

Ala

Leu

825

Pro

Ala

Val

Pro

Ile

570

Val

Gly

Asn

Asp

Gly

650

Gln

Thr

Leu

Leu

Trp

730

Gln

Tyr

Val

Asn

Pro

810

Ala

Lys

Pro

brasilianum

atctttetgg

aagcacgagg

atacagcceg

cegtegeect

Val

Val

555

Trp

Leu

Lys

Gly

Tyr

635

His

Ala

Lys

Tyr

Asn

715

Glu

Pro

Gln

Ala

Glu

795

Gly

Asn

Lys

Leu

ctttegecte

tttgttttat

gatttctgca

ggatgaatce

Ser

540

Leu

Ala

Tyr

Thr

Asn

620

Arg

Gly

Leu

Pro

Pro

700

Ser

Asp

Leu

Asp

Gly

780

Pro

Glu

Trp

Val

Pro
860

atgggcgage caggttgetg

cttgctcatyg gacgtgettt

cgggccccaa gccatagaat

tcacgccgag ggctgggagg

His

Ile

Gly

Gly

Arg

605

Gly

His

Leu

Asn

Ala

685

Glu

Thr

Ser

Leu

Leu

765

Tyr

Arg

Gln

Asp

His

845

Arg

Cys

Asp

Leu

Arg

590

Glu

Ala

Phe

Ser

Ser

670

Pro

Gly

Asp

Glu

Lys

750

Val

Glu

Val

Lys

Val

830

Val

Val

Asn

Arg

Pro

575

Val

Ser

Pro

Asp

Tyr

655

Ser

Thr

Leu

Leu

Tyr

735

Ala

Arg

Val

Val

Val

815

Glu

Gly

Tyr

Asn

Trp

560

Gly

Asn

Tyr

Gln

Lys

640

Thr

Ser

Tyr

Lys

Glu

720

Ile

Gly

Val

Pro

Leu

800

Trp

Ala

Ser

60

120

180

240
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ccgcatatca gaaagctcaa gattttgtet cgcaactcac tatcttggag aaaataaatce 300
tgaccaccgg tgttgggtaa gtctctecga ctgettetgyg gtcacggtge gacgagecac 360
tgactttttyg aagctgggaa aatgggccgt gtgtaggaaa cactggatca attcctegte 420
tcggattcaa aggattttgt acccaggatt caccacaggg tgtteggtte gcagattatt 480
ccteegettt cacatctage caaatggecg cegcaacatt tgaccgctca attctttate 540
aacgaggcca agccatggca caggaacaca aggctaaggg tatcacaatt caattgggece 600
ctgttgceegg cccteteggt cgcatceceg agggceggeceyg caactgggaa ggattctece 660
ctgatecctgt cttgactggt atagccatgg ctgagacaat taagggcatyg caggatactg 720
gagtgattge ttgcgctaaa cattatattg gaaacgagca ggagcacttc cgtcaagtgg 780
gtgaagctge gggtcacgga tacactattt ccgatactat ttcatctaat attgacgacce 840
gtgctatgca tgagctatac ttgtggccat ttgctgatge cgttcegeget ggtgtgggtt 900
ctttecatgtg ctcatactct cagatcaaca actcctacgg atgccaaaac agtcagacce 960
tcaacaagct cctcaagagc gaattgggct tccaaggcett tgtcatgage gattggggtg 1020
cccatcactce tggagtgtca tceggcgctag ctggacttga tatgagcatg ccgggtgata 1080
ccgaatttga ttctggcttg agettetggg gctctaacct caccattgca attctgaacg 1140
gcacggttee cgaatggcge ctggatgaca tggcgatgceg aattatggcet gcatacttca 1200
aagttggcct tactattgag gatcaaccag atgtcaactt caatgcctgg acccatgaca 1260
cctacggata taaatacgct tatagcaagg aagattacga gcaggtcaac tggcatgtcg 1320
atgttcgcag cgaccacaat aagctcattc gcgagactgce cgcgaagggt acagttctgce 1380
tgaagaacaa ctttcatgct ctccctectga agcagcccag gttcegtggece gtegttggte 1440
aggatgccegg gccaaaccce aagggccecta acggetgege agaccgagga tgcgaccaag 1500
gcactctege aatgggatgg ggctcagggt ctaccgaatt ceccttacctg gtcactectg 1560
acactgctat tcagtcaaag gtcctcgaat acgggggtcg atacgagagt atttttgata 1620
actatgacga caatgctatc ttgtcgecttg tctcacagec tgatgcaacce tgtatcgttt 1680
ttgcaaatgc cgattccggt gaaggctaca tcactgtcga caacaactgg ggtgaccgca 1740
acaatctgac cctctggcaa aatgccgatc aagtgattag cactgtcage tcgcgatgca 1800
acaacacaat cgttgttctc cactctgtcg gaccagtgtt gctaaatggt atatatgagce 1860
acccgaacat cacagctatt gtcectgggcag ggatgccagg cgaagaatct ggcaatgcetce 1920
tcgtggatat tcectttgggge aatgttaacce ctgccggteg cactccgtte acctgggeca 1980
aaagtcgaga ggactatggc actgatataa tgtacgagec caacaacggce cagcgtgcege 2040
ctcagcagga tttcaccgag agcatctacc tcgactaccg ccatttcgac aaagctggta 2100
tcgagccaat ttacgagttt ggattcggce tctectatac caccttcgaa tactctgacce 2160
tcegtgttgt gaagaagtat gttcaaccat acagtcccac gaccggcacce ggtgctcaag 2220
caccttecat cggacagcca cctagccaga acctggatac ctacaagttce cctgctacat 2280
acaagtacat caaaaccttc atttatccct acctgaacag cactgtctcece ctececgegetg 2340
cttccaagga tcccgaatac ggtcgtacag actttatccce accccacgeg cgtgatgget 2400
ccectcaacce tetcaaccee getggagacce cagtggcecag tggtggaaac aacatgctcet 2460
acgacgaact ttacgaggtc actgcacaga tcaaaaacac tggcgacgtyg gccggcgacg 2520
aagtcgtcca getttacgta gatctcecgggg gtgacaaccce gectcgtcag ttgagaaact 2580
ttgacaggtt ttatctgctg cccggtcaga gctcaacatt ccgggctaca ttgacgcgcece 2640
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gtgatttgag caactgggat attgaggcgc agaactggeg agttacggaa tcgectaaga

gagtgtatgt tggacggtcg agtcgggatt tgccgectgag ctcacaattyg gagtaatgat

catgtctacce aatagatgtt gaatgtctgg tgtggatatt

<210> SEQ ID NO 116

<211> LENGTH:

<212> TYPE:
<213> ORGANISM:

PRT

<400> SEQUENCE:

Met
1

Val

Pro

Ala

65

Thr

Ser

Gln

Met

Ala

145

Pro

Glu

Thr

Tyr

Gly

225

Arg

Ala

Tyr

Leu

Gly
305

Thr

Ala

Gln

Ala

Gly

Trp

Gln

Thr

Ile

Gly

Ala

130

Met

Val

Gly

Ile

Ile

210

His

Ala

Gly

Gly

Gly

290

Val

Glu

Ile

Gly

Ala

Pro

35

Met

Asp

Gly

Pro

Val

115

Ala

Ala

Ala

Phe

Lys

195

Gly

Gly

Met

Val

Cys

275

Phe

Ser

Phe

Leu

Ser

Ile

20

Gln

Asn

Phe

Val

Arg

100

Arg

Ala

Gln

Gly

Ser

180

Gly

Asn

Tyr

His

Gly

260

Gln

Gln

Ser

Asp

Asn

878

Penicillium

116

Thr

5

Ala

Ala

Pro

Val

Gly

85

Leu

Phe

Thr

Glu

Pro

165

Pro

Met

Glu

Thr

Glu

245

Ser

Asn

Gly

Ala

Ser
325

Gly

Ile

Gln

Ile

His

Ser

70

Trp

Gly

Ala

Phe

His

150

Leu

Asp

Gln

Gln

Ile

230

Leu

Phe

Ser

Phe

Leu
310

Gly

Thr

Phe

Pro

Glu

Ala

55

Gln

Glu

Phe

Asp

Asp

135

Lys

Gly

Pro

Asp

Glu

215

Ser

Tyr

Met

Gln

Val
295
Ala

Leu

Val

brasilianum

Leu

Ile

Ser

40

Glu

Leu

Asn

Lys

Tyr

120

Arg

Ala

Arg

Val

Thr

200

His

Asp

Leu

Cys

Thr

280

Met

Gly

Ser

Pro

Ala

Gln

25

Phe

Gly

Thr

Gly

Gly

105

Ser

Ser

Lys

Ile

Leu

185

Gly

Phe

Thr

Trp

Ser

265

Leu

Ser

Leu

Phe

Glu

Phe

10

Lys

Ser

Trp

Ile

Pro

90

Phe

Ser

Ile

Gly

Pro

170

Thr

Val

Arg

Ile

Pro

250

Tyr

Asn

Asp

Asp

Trp

330

Trp

Ala

His

Glu

Glu

Leu

75

Cys

Cys

Ala

Leu

Ile

155

Glu

Gly

Ile

Gln

Ser

235

Phe

Ser

Lys

Trp

Met
315

Gly

Arg

Ser

Glu

Pro

Ala

60

Glu

Val

Thr

Phe

Tyr

140

Thr

Gly

Ile

Ala

Val

220

Ser

Ala

Gln

Leu

Gly
300
Ser

Ser

Leu

Trp

Pro

Phe

45

Ala

Lys

Gly

Gln

Thr

125

Gln

Ile

Gly

Ala

Cys

205

Gly

Asn

Asp

Ile

Leu

285

Ala

Met

Asn

Asp

Ala

Gly

30

Tyr

Tyr

Ile

Asn

Asp

110

Ser

Arg

Gln

Arg

Met

190

Ala

Glu

Ile

Ala

Asn

270

Lys

His

Pro

Leu

Asp

Ser

15

Phe

Pro

Gln

Asn

Thr

95

Ser

Ser

Gly

Leu

Asn

175

Ala

Lys

Ala

Asp

Val

255

Asn

Ser

His

Gly

Thr
335

Met

Gln

Leu

Ser

Lys

Leu

80

Gly

Pro

Gln

Gln

Gly

160

Trp

Glu

His

Ala

Asp

240

Arg

Ser

Glu

Ser

Asp
320

Ile

Ala
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Met

Gln

Lys

385

Asp

Gly

Pro

Gly

Met

465

Asp

Ser

Gln

Gly

Leu

545

Asn

Gly

Pro

Asp

625

Pro

Asp

Tyr

Gln

Gly
705
Tyr

Ser

Ile

Arg

Pro

370

Tyr

Val

Thr

Arg

Pro

450

Gly

Thr

Ile

Pro

Tyr

530

Trp

Asn

Ile

Gly

Asn

610

Tyr

Gln

Lys

Thr

Pro

690

Gln

Lys

Leu

Pro

Ile

355

Asp

Ala

Arg

Val

Phe

435

Asn

Trp

Ala

Phe

Asp

515

Ile

Gln

Thr

Tyr

Glu

595

Pro

Gly

Gln

Ala

Thr

675

Tyr

Pro

Tyr

Arg

Pro
755

340

Met

Val

Tyr

Ser

Leu

420

Val

Gly

Gly

Ile

Asp

500

Ala

Thr

Asn

Ile

Glu

580

Glu

Ala

Thr

Asp

Gly

660

Phe

Ser

Pro

Ile

Ala
740

His

Ala

Asn

Ser

Asp

405

Leu

Ala

Cys

Ser

Gln

485

Asn

Thr

Val

Ala

Val

565

His

Ser

Gly

Asp

Phe

645

Ile

Glu

Pro

Ser

Lys
725

Ala

Ala

Ala

Phe

Lys

390

His

Lys

Val

Ala

Gly

470

Ser

Tyr

Cys

Asp

Asp

550

Val

Pro

Gly

Arg

Ile

630

Thr

Glu

Tyr

Thr

Gln
710
Thr

Ser

Arg

Tyr

Asn

375

Glu

Asn

Asn

Val

Asp

455

Ser

Lys

Asp

Ile

Asn

535

Gln

Leu

Asn

Asn

Thr

615

Met

Glu

Pro

Ser

Thr

695

Asn

Phe

Lys

Asp

Phe

360

Ala

Asp

Lys

Asn

Gly

440

Arg

Thr

Val

Asp

Val

520

Asn

Val

His

Ile

Ala

600

Pro

Tyr

Ser

Ile

Asp

680

Gly

Leu

Ile

Asp

Gly
760

345

Lys

Trp

Tyr

Leu

Phe

425

Gln

Gly

Glu

Leu

Asn

505

Phe

Trp

Ile

Ser

Thr

585

Leu

Phe

Glu

Ile

Tyr

665

Leu

Thr

Asp

Tyr

Pro
745

Ser

Val

Thr

Glu

Ile

410

His

Asp

Cys

Phe

Glu

490

Ala

Ala

Gly

Ser

Val

570

Ala

Val

Thr

Pro

Tyr

650

Glu

Arg

Gly

Thr

Pro
730

Glu

Pro

Gly

His

Gln

395

Arg

Ala

Ala

Asp

Pro

475

Tyr

Ile

Asn

Asp

Thr

555

Gly

Ile

Asp

Trp

Asn

635

Leu

Phe

Val

Ala

Tyr
715
Tyr

Tyr

Gln

Leu

Asp

380

Val

Glu

Leu

Gly

Gln

460

Tyr

Gly

Leu

Ala

Arg

540

Val

Pro

Val

Ile

Ala

620

Asn

Asp

Gly

Val

Gln

700

Lys

Leu

Gly

Pro

Thr

365

Thr

Asn

Thr

Pro

Pro

445

Gly

Leu

Gly

Ser

Asp

525

Asn

Ser

Val

Trp

Leu

605

Lys

Gly

Tyr

Phe

Lys

685

Ala

Phe

Asn

Arg

Leu
765

350

Ile

Tyr

Trp

Ala

Leu

430

Asn

Thr

Val

Arg

Leu

510

Ser

Asn

Ser

Leu

Ala

590

Trp

Ser

Gln

Arg

Gly

670

Lys

Pro

Pro

Ser

Thr
750

Asn

Glu

Gly

His

Ala

415

Lys

Pro

Leu

Thr

Tyr

495

Val

Gly

Leu

Arg

Leu

575

Gly

Gly

Arg

Arg

His

655

Leu

Tyr

Ser

Ala

Thr
735

Asp

Pro

Asp

Tyr

Val

400

Lys

Gln

Lys

Ala

Pro

480

Glu

Ser

Glu

Thr

Cys

560

Asn

Met

Asn

Glu

Ala

640

Phe

Ser

Val

Ile

Thr

720

Val

Phe

Ala
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Gly Asp Pro
770

Tyr Glu Val
785

Glu Val Val

Gln Leu Arg

Thr Phe Arg

835

Glu Ala Gln
850

Gly Arg Ser
865

Val

Thr

Gln

Asn

820

Ala

Asn

Ser

Ala

Ala

Leu

805

Phe

Thr

Trp

Arg

<210> SEQ ID NO 117

<211> LENGT.
<212> TYPE:

H:
DNA

2583

Ser Gly Gly Asn Asn Met

775

Gln Ile Lys Asn Thr Gly

790

Tyr Val Asp L

Asp Arg Phe T
8

795

eu Gly Gly
810

vyr Leu Leu
25

Leu Thr Arg Arg Asp Leu

840

Arg Val Thr G
855

Asp Leu Pro L
870

<213> ORGANISM: Aspergillus niger

<400> SEQUENCE:

117

atgaggttca ctttgatcga ggeggtgget

gaattggect

gegcaggeat

aatctgacca

cceegattygyg

gactacaact

gcatacctte

ttgggtccag

ttctecccag

gatgctggtg

caggcgectyg

gatgataaga

gCtggCgCtg

tacactctga

tgggctgete

ggagacgtcg

ctcaacggaa

tactacaagg

gatgaatacg

tacgtgaatg

gtgctectea

atcggagaag

gacaatggaa

acccecgage

accgataact

actccccace gtattaccca

accagcgege tgttgatatt

caggaactgyg atgggaattg

gagttceggg aatgtgttta

ctgetttece tgccggeatg

geggcaagge tatgggtcag

ctgeceggece tecteggtaga

accctgeect aagtggtgtg

tggttgcgac ggctaagcac

aagcccaagyg ttttggattt

ctatgcacga gctgtaccte

tgatgtgcte ctacaaccag

acaagctget caaggccgag

accatgctgyg tgtgagtggt

actacgacag tggtacgtct

cggtgeccca atggegtgtt

tcggecegtga cegtetgtgg

gctacaagta ctactacgtg

tgcaacgcaa ccacagcgaa

agaacgacgyg cgctetgect

atgcgggete caacccttat

cattggcgat gggctgggga

aggccatcte aaacgaggtyg

gggctatcega tcagattgag

lu Ser Pro

eu Ser Ser
875

ctgactgeeg

tccecttggy

gtctegcaaa

gaactatgtyg

caggatagecc

aacgtggcetyg

gaatttagtyg

agtcccgacyg

ctectttgeeyg

tacattgett

aatatttceg

tggcecetteg

atcaacaaca

ctgggettee

getttggeag

tactggggta

gatgacatgg

actcctecca

tcggagggac

ctgattegee

ttgactggta

ggtgccaacy

agtggtactg

cttaagcaca

gegettgeta

Leu Tyr Asp
780

Asp Val Ala

Asp Asn Pro

Pro Gly Gln

830

Ser Asn Trp
845

Lys Arg Val
860

Gln Leu Glu

tctegetgge
ccaatggeca
tgacattgga
ttggtcagac
ctctgggegt
caacctggga
acaagggtgce
gtggtcegtaa
agaccatcaa
acgagcaaga
agagtggaag
cggatgecat
gttatggetg
agggctttgt
gattggatat
caaacttgac
ctgtcegeat
acttcagetce
cgtacgagaa
gecattggage
aggagcgect
getgcagtga
ccaacttece
agaatggtgt

agaccgccag

Glu Leu
Gly Asp
800

Pro Arg
815

Ser Ser

Asp Ile

Tyr Val

cagcgetgat
gggcgactgg
tgagaaggtc
tggcggtgtt
tcgegactee
caagaatctyg
cgatatccaa
ctgggaggge
gggtatccaa
gecatttcegt
tgcgaaccte
cegtgecaggt
ccagaacage
catgagtgat
gtctatgcca
cattagcgtyg
catggccgee
atggaccaga

ggtcaaccag

ggacagcacg
ggtegegett
cegtggatge
atacctggty
attcaccgee

tgtctetett

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500
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gtctttgtca acgccgacte tggtgagggt tacatcaatg tggacggaaa cctgggtgac 1560
cgcaggaacc tgaccctgtg gaggaacggce gataatgtga tcaaggctgce tgctagcaac 1620
tgcaacaaca caatcgttgt cattcactct gtcggaccag tcttggttaa cgagtggtac 1680
gacaacccca atgttaccge tatcctetgg ggtggtttge ccggtcagga gtcetggcaac 1740
tctettgeeg acgtecteta tggccegtgte aaccccggtg ccaagtcgece ctttacctgg 1800
ggcaagactce gtgaggccta ccaagactac ttggtcaccg agcccaacaa cggcaacgga 1860
gccectcagyg aagactttgt cgagggegtce ttcattgact accgtggatt tgacaagcgce 1920
aacgagaccce cgatctacga gttcggctat ggtctgaget acaccacttt caactactcg 1980
aaccttgagg tgcaggtgct gagcgcccct gcatacgagce ctgcttcggg tgagaccgag 2040
gcagcgccaa ccttcecggaga ggttggaaat gecgtcggatt acctctaccce cagecggattg 2100
cagagaatta ccaagttcat ctacccctgg ctcaacggta ccgatctcga ggcatcttcece 2160
ggggatgcta gctacgggca ggactcctcecce gactatctte ccgagggagce caccgatgge 2220
tctgcgcaac cgatcctgece tgeccggtgge ggtectggeg gcaacccteg cctgtacgac 2280
gagctcatce gegtgtcagt gaccatcaag aacaccggca aggttgctgg tgatgaagtt 2340
cceccaactgt atgtttcect tggcggtcce aatgagcecca agatcgtget gegtcaattce 2400
gagcgcatca cgctgcagee gtcggaggag acgaagtgga gcacgactcet gacgegeegt 2460
gaccttgcaa actggaatgt tgagaagcag gactgggaga ttacgtcgta tcccaagatg 2520
gtgtttgteg gaagctceccte gcggaagetg cecgctecggg cgtcectcetgece tactgttceac 2580
taa 2583

<210> SEQ I
<211> LENGT.
<212> TYPE:
<213> ORGAN

D NO 118
H: 860
PRT

ISM: Aspergillus nige

<400> SEQUENCE: 118

Met Arg Phe
1

Ala Ser Ala

Trp Ala Asn
35

Asp Ile Val
50

Gly Thr Gly

Pro Arg Leu

Val Arg Asp

Ala Ala Thr
115

Gly Gln Glu
130

Ala Gly Pro
145

Phe Ser Pro

Thr Leu Ile Glu Ala

5

Asp Glu Leu Ala Tyr

20

Gly Gln Gly Asp Trp

40

Ser Gln Met Thr Leu

55

Trp Glu Leu Glu Leu

70

Gly Val Pro Gly Met

85

Ser Asp Tyr Asn Ser

100

Trp Asp Lys Asn Leu

120

Phe Ser Asp Lys Gly

135

Leu Gly Arg Ser Pro
150

Asp Pro Ala Leu Ser

165

T

Val

Ser

25

Ala

Asp

Cys

Cys

Ala

105

Ala

Ala

Asp

Gly

Ala

Pro

Gln

Glu

Val

Leu

90

Phe

Tyr

Asp

Gly

Val
170

Leu

Pro

Ala

Lys

Gly

Gln

Pro

Leu

Ile

Gly
155

Leu

Thr Ala Val
Tyr Tyr Pro
30

Tyr Gln Arg
45

Val Asn Leu
60

Gln Thr Gly

Asp Ser Pro

Ala Gly Met
110

Arg Gly Lys
125

Gln Leu Gly
140

Arg Asn Trp

Phe Ala Glu

Ser Leu

15

Ser Pro

Ala Val

Thr Thr

Gly Val

Leu Gly

95

Asn Val

Ala Met

Pro Ala

Glu Gly

160

Thr Ile
175
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Lys

Ala

Gly

Met

225

Ala

Cys

Phe

Ser

Tyr

305

Leu

Ile

Pro

Tyr

Gln

385

Leu

Asn

Trp

Ala

465

Thr

Ser

Asn

Asn

Ile
545

Asp

Glu

Gly

Tyr

Phe

210

His

Gly

Gln

Gln

Gly

290

Asp

Asn

Met

Asn

Val

370

Arg

Leu

Val

Gly

Gly

450

Ile

Asp

Val

Val

Gly

530

Val

Asn

Ser

Ile

Glu

195

Asn

Glu

Ala

Asn

Gly

275

Ala

Ser

Gly

Ala

Phe

355

Ser

Asn

Leu

Ala

Cys

435

Ser

Ser

Asn

Ser

Asp

515

Asp

Val

Pro

Gly

Gln

180

Gln

Ile

Leu

Val

Ser

260

Phe

Leu

Gly

Thr

Ala

340

Ser

Glu

His

Lys

Leu

420

Ser

Gly

Asn

Trp

Leu

500

Gly

Asn

Ile

Asn

Asn
580

Asp

Glu

Ser

Tyr

Met

245

Tyr

Val

Ala

Thr

Val

325

Tyr

Ser

Gly

Ser

Asn

405

Ile

Asp

Thr

Glu

Ala

485

Val

Asn

Val

His

Val

565

Ser

Ala

His

Glu

Leu

230

Cys

Thr

Met

Gly

Ser

310

Pro

Tyr

Trp

Pro

Glu

390

Asp

Gly

Arg

Ala

Val

470

Ile

Phe

Leu

Ile

Ser
550

Thr

Leu

Gly

Phe

Ser

215

Trp

Ser

Leu

Ser

Leu

295

Tyr

Gln

Lys

Thr

Tyr

375

Leu

Gly

Glu

Gly

Asn

455

Leu

Asp

Val

Gly

Lys

535

Val

Ala

Ala

Val

Arg

200

Gly

Pro

Tyr

Asn

Asp

280

Asp

Trp

Trp

Val

Arg

360

Glu

Ile

Ala

Asp

Cys

440

Phe

Lys

Gln

Asn

Asp

520

Ala

Gly

Ile

Asp

Val

185

Gln

Ser

Phe

Asn

Lys

265

Trp

Met

Gly

Arg

Gly

345

Asp

Lys

Arg

Leu

Ala

425

Asp

Pro

His

Ile

Ala

505

Arg

Ala

Pro

Leu

Val
585

Ala

Ala

Ala

Ala

Gln

250

Leu

Ala

Ser

Thr

Val

330

Arg

Glu

Val

Arg

Pro

410

Gly

Asn

Tyr

Lys

Glu

490

Asp

Arg

Ala

Val

Trp
570

Leu

Thr

Pro

Asn

Asp

235

Ile

Leu

Ala

Met

Asn

315

Asp

Asp

Tyr

Asn

Ile

395

Leu

Ser

Gly

Leu

Asn

475

Ala

Ser

Asn

Ser

Leu
555

Gly

Tyr

Ala

Glu

Leu

220

Ala

Asn

Lys

His

Pro

300

Leu

Asp

Arg

Gly

Gln

380

Gly

Thr

Asn

Thr

Val

460

Gly

Leu

Gly

Leu

Asn
540
Val

Gly

Gly

Lys

Ala

205

Asp

Ile

Asn

Ala

His

285

Gly

Thr

Met

Leu

Tyr

365

Tyr

Ala

Gly

Pro

Leu

445

Thr

Val

Ala

Glu

Thr

525

Cys

Asn

Leu

Arg

His

190

Gln

Asp

Arg

Ser

Glu

270

Ala

Asp

Ile

Ala

Trp

350

Lys

Val

Asp

Lys

Tyr

430

Ala

Pro

Phe

Lys

Gly

510

Leu

Asn

Glu

Pro

Val
590

Tyr

Gly

Lys

Ala

Tyr

255

Leu

Gly

Val

Ser

Val

335

Thr

Tyr

Asn

Ser

Glu

415

Gly

Met

Glu

Thr

Thr

495

Tyr

Trp

Asn

Trp

Gly

575

Asn

Ile

Phe

Thr

Gly

240

Gly

Gly

Val

Asp

Val

320

Arg

Pro

Tyr

Val

Thr

400

Arg

Ala

Gly

Gln

Ala

480

Ala

Ile

Arg

Thr

Tyr
560

Gln

Pro
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Gly Ala Lys
595

Asp Tyr Leu
610

Asp Phe Val
625

Asn Glu Thr

Phe Asn Tyr

Glu Pro Ala

675

Gly Asn Ala
690

Lys Phe Ile
705

Gly Asp Ala

Ala Thr Asp

Gly Gly Asn

755

Ile Lys Asn
770

Val Ser Leu
785

Glu Arg Ile

Leu Thr Arg

Glu Ile Thr
835

Lys Leu Pro
850

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Aspergillus

Ser Pro Phe Thr Trp

600

Val Thr Glu Pro Asn

615

Glu Gly Val Phe Ile
630

Pro Ile Tyr Glu Phe

645

Ser Asn Leu Glu Val

660

Ser Gly Glu Thr Glu

680

Ser Asp Tyr Leu Tyr

695

Tyr Pro Trp Leu Asn
710

Ser Tyr Gly Gln Asp

725

Gly Ser Ala Gln Pro

740

Pro Arg Leu Tyr Asp

760

Thr Gly Lys Val Ala

775

Gly Gly Pro Asn Glu
790

Thr Leu Gln Pro Ser

805

Arg Asp Leu Ala Asn

820

Ser Tyr Pro Lys Met

840

Leu Arg Ala Ser Leu

D NO 119
H: 2583
DNA

<400> SEQUENCE: 119

atgaagctca

gaactggegt

geggaagect

aacctgacca

ccaagactga

gactacaatt

gcttatctac

ttgggaccgg

ttctetecag

ganCtggtg

gttggcttga

tctectectec

accagegtge

ccggaactgg

acatcggtygg

cggetttece

gtggtcagge

cegegggtec

acceggetet

tegtggegac

855

ggngCthC

tttctaccce

agtggccatt

atgggagctg

catgtgtett

tgctggtgte

tatgggtcaa

ccteggecagy

tactggtgtyg

agccaagcat

Gly

Asn

Asp

Gly

Gln

665

Ala

Pro

Gly

Ser

Ile

745

Glu

Gly

Pro

Glu

Trp

825

Val

Pro

Lys

Gly

Tyr

Tyr

650

Val

Ala

Ser

Thr

Ser

730

Leu

Leu

Asp

Lys

Glu

810

Asn

Phe

Thr

aculeatus

Thr

Asn

Arg

635

Gly

Leu

Pro

Gly

Asp

715

Asp

Pro

Ile

Glu

Ile

795

Thr

Val

Val

Val

ttgacggcetyg

tcteegtyggy

gtatcccaga

gagaagtgeg

caggacagtc

aacgttgcetg

gagttcagtyg

agccctgatg

ctetttgegy

tacattctca

Arg Glu Ala
605

Gly Ala Pro
620

Gly Phe Asp

Leu Ser Tyr

Ser Ala Pro

670

Thr Phe Gly
685

Leu Gln Arg
700

Leu Glu Ala

Tyr Leu Pro

Ala Gly Gly
750

Arg Val Ser
765

Val Pro Gln
780

Val Leu Arg

Lys Trp Ser

Glu Lys Gln
830

Gly Ser Ser
845

His
860

cttcagtegt
ccaatggeca
tgactctgga
tcggtcagac
ccttgggaat
cgacatggga
acaaaggaat
gaggtcgcaa
agacgattaa

atgagcaaga

Tyr Gln

Gln Glu

Lys Arg

640

Thr Thr
655

Ala Tyr

Glu Val

Ile Thr

Ser Ser
720

Glu Gly
735

Gly Pro

Val Thr

Leu Tyr

Gln Phe
800

Thr Thr
815

Asp Trp

Ser Arg

cagcgetgat
gggagagtgg
tgagaaggtc
tggtggtgte
tcgtgatagt
caagaacctt
tgatgttcaa
ctgggaaggt
gggtattcaa

gecatttcege

60

120

180

240

300

360

420

480

540

600
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-continued
caggtecgcag aggctgeggg ctacggattce aatatcteeg acacgatcag ctctaacgtt 660
gatgacaaga ccattcatga aatgtacctc tggccctteg cggatgecgt tegegcecgge 720
gttggcgeca tcatgtgtte ctacaaccag atcaacaaca gctacggttg ccagaacagt 780
tacactctga acaagcttct gaaggccgag cteggcettece agggetttgt gatgtctgac 840
tggggtgcte accacagtgg tgttggetcet getttggeeyg gettggatat gtcaatgect 900
ggcgatatca ccttecgatte tgccactagt ttetggggta ccaacctgac cattgetgtg 960
ctcaacggta ccgtcccgceca gtggcecgegtt gacgacatgg ctgtccgtat catggctgece 1020
tactacaagg ttggccgcga ccgcectgtac cageccgecta acttcagcte ctggactege 1080
gatgaatacg gcttcaagta tttctacccc caggaagggc cctatgagaa ggtcaatcac 1140
tttgtcaatg tgcagcgcaa ccacagcgag gttattcgca agttgggagce agacagtact 1200
gttctactga agaacaacaa tgccctgccg ctgaccggaa aggagcgcaa agttgcgatce 1260
ctgggtgaag atgctggatc caactcgtac ggtgccaatg gectgctctga ccegtggetgt 1320
gacaacggta ctcttgctat ggettggggt agcggcactg ccgaattccce atatctegtg 1380
acccctgage aggctattca agccgaggtg ctcaagcata agggcagcgt ctacgccatce 1440
acggacaact gggcgctgag ccaggtggag accctcgcta aacaagccag tgtctcetcett 1500
gtatttgtca actcggacgc gggagagggce tatatctceg tggacggaaa cgagggcgac 1560
cgcaacaacce tcaccctetg gaagaacgge gacaacctca tcaaggctge tgcaaacaac 1620
tgcaacaaca ccatcgttgt catccactce gttggacctg ttttggttga cgagtggtat 1680
gaccaccecca acgttactge catcctetgg gegggcttge ctggccagga gtcetggcaac 1740
tcettggetg acgtgcteta cggccgegte aacccgggceg ccaaatctece attcacctgg 1800
ggcaagacga gggaggcgta cggggattac cttgtcegtg agctcaacaa cggcaacgga 1860
gctececcaag atgatttcte ggaaggtgtt ttcattgact accgcggatt cgacaagcgce 1920
aatgagaccc cgatctacga gttcggacat ggtctgaget acaccacttt caactactcet 1980
ggccttcaca tccaggttct caacgcttece tccaacgctce aagtagccac tgagactgge 2040
gccgeteeca cctteggaca agtceggcaat gectctgact acgtgtaccce tgagggattg 2100
accagaatca gcaagttcat ctatccctgg cttaattcecca cagacctgaa ggcctcatct 2160
ggcgaccegt actatggagt cgacaccgceg gagcacgtge ccgagggtgce tactgatgge 2220
tcteegecage cegttectgece tgececggtggt ggetcectggtg gtaacccgeg cctcectacgat 2280
gagttgatcc gtgtttceggt gacagtcaag aacactggtc gtgttgcecgg tgatgctgtg 2340
cctcaattgt atgtttcecct tggtggacce aatgagccca aggttgtgtt gegcaaattce 2400
gaccgecteca cectcaagece ctcecgaggag acggtgtgga cgactaccct gacccgecege 2460
gatctgtcta actgggacgt tgcggctcag gactgggtca tcacttcectta cccgaagaag 2520
gtccatgttyg gtagctcectte gcgtcagetg ccecccttcacyg cggcgctece gaaggtgcaa 2580
tga 2583

<210> SEQ ID NO 120
<211> LENGTH: 860

<212> TYPE:

PRT

<213> ORGANISM: Aspergillus aculeatus

<400> SEQUENCE: 120

Met Lys Leu Ser Trp Leu Glu Ala Ala Ala Leu Thr Ala Ala Ser Val

1

5

10

15
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Trp

Ala

Gly

65

Pro

Ile

Ala

Gly

Ala

145

Phe

Lys

Leu

Gly

Ile

225

Cys

Phe

Gly

Phe

305

Leu

Ile

Pro

Tyr

Gln
385

Ser

Ala

Ile

50

Thr

Arg

Arg

Ala

Gln

130

Gly

Ser

Gly

Asn

Phe

210

His

Gly

Gln

Gln

Ser

290

Asp

Asn

Met

Asn

Pro

370

Arg

Leu

Val

Gly

Ala

Asn

35

Val

Gly

Leu

Asp

Thr

115

Glu

Pro

Pro

Ile

Glu

195

Asn

Glu

Ala

Asn

Gly

275

Ala

Ser

Gly

Ala

Phe

355

Gln

Asn

Leu

Ala

Cys

Asp

Gly

Ser

Trp

Asn

Ser

100

Trp

Phe

Leu

Asp

Gln

180

Gln

Ile

Met

Ile

Ser

260

Phe

Leu

Ala

Thr

Ala

340

Ser

Glu

His

Lys

Ile
420

Ser

Glu

Gln

Gln

Glu

Ile

Asp

Asp

Ser

Gly

Pro

165

Asp

Glu

Ser

Tyr

Met

245

Tyr

Val

Ala

Thr

Val

325

Tyr

Ser

Gly

Ser

Asn
405

Leu

Asp

Leu

Gly

Met

Leu

70

Gly

Tyr

Lys

Asp

Arg

150

Ala

Ala

His

Asp

Leu

230

Cys

Thr

Met

Gly

Ser

310

Pro

Tyr

Trp

Pro

Glu
390
Asn

Gly

Arg

Ala

Glu

Thr

55

Glu

Gly

Asn

Asn

Lys

135

Ser

Leu

Gly

Phe

Thr

215

Trp

Ser

Leu

Ser

Leu

295

Phe

Gln

Lys

Thr

Tyr

375

Val

Asn

Glu

Gly

Phe

Trp

40

Leu

Lys

Met

Ser

Leu

120

Gly

Pro

Thr

Val

Arg

200

Ile

Pro

Tyr

Asn

Asp

280

Asp

Trp

Trp

Val

Arg

360

Glu

Ile

Ala

Asp

Cys

Ser

25

Ala

Asp

Cys

Cys

Ala

105

Ala

Ile

Asp

Gly

Val

185

Gln

Ser

Phe

Asn

Lys

265

Trp

Met

Gly

Arg

Gly

345

Asp

Lys

Arg

Leu

Ala
425

Asp

Pro

Glu

Glu

Val

Leu

90

Phe

Tyr

Asp

Gly

Val

170

Ala

Val

Ser

Ala

Gln

250

Leu

Gly

Ser

Thr

Val

330

Arg

Glu

Val

Lys

Pro
410

Gly

Asn

Pro

Ala

Lys

Gly

75

Gln

Pro

Leu

Val

Gly

155

Leu

Thr

Ala

Asn

Asp

235

Ile

Leu

Ala

Met

Asn

315

Asp

Asp

Tyr

Asn

Leu
395
Leu

Ser

Gly

Phe

Tyr

Val

60

Gln

Asp

Ala

Arg

Gln

140

Arg

Phe

Ala

Glu

Val

220

Ala

Asn

Lys

His

Pro

300

Leu

Asp

Arg

Gly

His

380

Gly

Thr

Asn

Thr

Tyr

Gln

45

Asn

Thr

Ser

Gly

Gly

125

Leu

Asn

Ala

Lys

Ala

205

Asp

Val

Asn

Ala

His

285

Gly

Thr

Met

Leu

Phe

365

Phe

Ala

Gly

Ser

Leu

Pro

30

Arg

Leu

Gly

Pro

Val

110

Gln

Gly

Trp

Glu

His

190

Ala

Asp

Arg

Ser

Glu

270

Ser

Asp

Ile

Ala

Tyr

350

Lys

Val

Asp

Lys

Tyr

430

Ala

Ser

Ala

Thr

Gly

Leu

95

Asn

Ala

Pro

Glu

Thr

175

Tyr

Gly

Lys

Ala

Tyr

255

Leu

Gly

Ile

Ala

Val

335

Gln

Tyr

Asn

Ser

Glu
415

Gly

Met

Pro

Val

Thr

Val

80

Gly

Val

Met

Ala

Gly

160

Ile

Ile

Tyr

Thr

Gly

240

Gly

Gly

Val

Thr

Val

320

Arg

Pro

Phe

Val

Thr
400
Arg

Ala

Ala
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Trp

Ala

465

Thr

Ser

Ser

Asn

Ile

545

Asp

Glu

Gly

Asp

Asp

625

Asn

Phe

Ala

Gly

Lys

705

Gly

Ala

Gly

Asp

Leu

Gln

Gly

450

Ile

Asp

Val

Val

Gly

530

Val

His

Ser

Ala

Tyr

610

Phe

Glu

Asn

Gln

Asn

690

Phe

Asp

Thr

Gly

Lys

770

Ser

Arg

Thr

Ile

Leu
850

435

Ser

Gln

Asn

Ser

Asp

515

Asp

Val

Pro

Gly

Lys

595

Leu

Ser

Thr

Tyr

Val

675

Ala

Ile

Pro

Asp

Asn

755

Asn

Leu

Leu

Arg

Thr
835

Pro

Gly

Ala

Trp

Leu

500

Gly

Asn

Ile

Asn

Asn

580

Ser

Val

Glu

Pro

Ser

660

Ala

Ser

Tyr

Tyr

Gly

740

Pro

Thr

Gly

Thr

Arg
820

Ser

Leu

Thr

Glu

Ala

485

Val

Asn

Leu

His

Val

565

Ser

Pro

Arg

Gly

Ile

645

Gly

Thr

Asp

Pro

Tyr

725

Ser

Arg

Gly

Gly

Leu
805
Asp

Tyr

His

Ala

Val

470

Leu

Phe

Glu

Ile

Ser

550

Thr

Leu

Phe

Glu

Val

630

Tyr

Leu

Glu

Tyr

Trp

710

Gly

Pro

Leu

Arg

Pro

790

Lys

Leu

Pro

Ala

Glu

455

Leu

Ser

Val

Gly

Lys

535

Val

Ala

Ala

Thr

Leu

615

Phe

Glu

His

Thr

Val

695

Leu

Val

Gln

Tyr

Val

775

Asn

Pro

Ser

Lys

Ala
855

440

Phe

Lys

Gln

Asn

Asp

520

Ala

Gly

Ile

Asp

Trp

600

Asn

Ile

Phe

Ile

Gly

680

Tyr

Asn

Asp

Pro

Asp

760

Ala

Glu

Ser

Asn

Lys
840

Leu

Pro

His

Val

Ser

505

Arg

Ala

Pro

Leu

Val

585

Gly

Asn

Asp

Gly

Gln

665

Ala

Pro

Ser

Thr

Val

745

Glu

Gly

Pro

Glu

Trp
825

Val

Pro

Tyr

Lys

Glu

490

Asp

Asn

Ala

Val

Trp

570

Leu

Lys

Gly

Tyr

His

650

Val

Ala

Glu

Thr

Ala

730

Leu

Leu

Asp

Lys

Glu
810
Asp

His

Lys

Leu

Gly

475

Thr

Ala

Asn

Asn

Leu

555

Ala

Tyr

Thr

Asn

Arg

635

Gly

Leu

Pro

Gly

Asp

715

Glu

Pro

Ile

Ala

Val

795

Thr

Val

Val

Val

Val

460

Ser

Leu

Gly

Leu

Asn

540

Val

Gly

Gly

Arg

Gly

620

Gly

Leu

Asn

Thr

Leu

700

Leu

His

Ala

Arg

Val

780

Val

Val

Ala

Gly

Gln
860

445

Thr

Val

Ala

Glu

Thr

525

Cys

Asp

Leu

Arg

Glu

605

Ala

Phe

Ser

Ala

Phe

685

Thr

Lys

Val

Gly

Val

765

Pro

Leu

Trp

Ala

Ser
845

Pro

Tyr

Lys

Gly

510

Leu

Asn

Glu

Pro

Val

590

Ala

Pro

Asp

Tyr

Ser

670

Gly

Arg

Ala

Pro

Gly

750

Ser

Gln

Arg

Thr

Gln
830

Ser

Glu

Ala

Gln

495

Tyr

Trp

Asn

Trp

Gly

575

Asn

Tyr

Gln

Lys

Thr

655

Ser

Gln

Ile

Ser

Glu

735

Gly

Val

Leu

Lys

Thr
815

Asp

Ser

Gln

Ile

480

Ala

Ile

Lys

Thr

Tyr

560

Gln

Pro

Gly

Asp

Arg

640

Thr

Asn

Val

Ser

Ser

720

Gly

Ser

Thr

Tyr

Phe
800
Thr

Trp

Arg
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<210> SEQ ID NO 121
<211> LENGTH: 3294
<212> TYPE: DNA
<213> ORGANISM: Aspergillus oryzae
<400> SEQUENCE: 121
atgcgttect ccccectect cecgcteegee gttgtggeceyg cectgceceggt gttggecctt 60
geegetgatyg gecaggtccac ccgetactgg gactgetgea agecttegtg cggetgggece 120
aagaaggctce ccgtgaacca gectgtettt tectgcaacyg ccaacttceca gegtatcacyg 180
gacttcgacyg ccaagtccgg ctgcgagecg ggeggtgteg cctactegtyg cgecgaccag 240
accccatggg ctgtgaacga cgacttegeg cteggttttyg ctgecaccte tattgecgge 300
agcaatgagg cgggcetggtg ctgcgectge tacgagctca ccttcacatce cggtectgtt 360
gctggcaaga agatggtcegt ccagtccacce agcactggeyg gtgatcttgg cagcaaccac 420
ttecgatcteca acatcccegg cggcggegte ggcatctteg acggatgcac tccccagtte 480
ggtggtcetyge ceggecageg ctacggegge atctegtece gecaacgagtg cgatcggtte 540
ccegacgece tcaageccgg ctgctactgg cgettcegact ggttcaagaa cgccgacaat 600
ccgagettea gettecgtca ggtccagtge cecagecgage tegtegeteg caccggatge 660
cgecgeaacyg acgacggcaa cttccctgece gtecagatee ccatgegtte ctecccecte 720
cteegeteeg cegttgtgge cgccctgecg gtgttggece ttgccaagga tgatctegeg 780
tactccccte ctttectacce tteccccatgg gecagatggte agggtgaatyg ggcggaagta 840
tacaaacgcg ctgtagacat agtttcccag atgacgttga cagagaaagt caacttaacg 900
actggaacag gatggcaact agagaggtgt gttggacaaa ctggcagtgt tcccagacte 960

aacatcccca gettgtgttt gcaggatagt cctettggta ttcegtttcecte ggactacaat 1020
tcagctttee ctgcgggtgt taatgtcgct gccacctggg acaagacgct cgcctacctt 1080
cgtggtcagg caatgggtga ggagttcagt gataagggta ttgacgttca gctgggtect 1140
gctgetggee cteteggtge tcatccggat ggcggtagaa actgggaagg tttcetcacca 1200
gatccageece tcaccggtgt actttttgeg gagacgatta agggtattca agatgctggt 1260
gtcattgcga cagctaagca ttatatcatg aacgaacaag agcatttccg ccaacaaccce 1320
gaggctgegg gttacggatt caacgtaagc gacagtttga gttccaacgt tgatgacaag 1380
actatgcatg aattgtacct ctggccctte gcggatgcag tacgcgctgg agtcggtgcet 1440
gtcatgtgct cttacaacca aatcaacaac agctacggtt gcgagaatag cgaaactctg 1500
aacaagcttt tgaaggcgga gcttggtttce caaggctteg tcatgagtga ttggaccgcet 1560
catcacagcg gcgtaggege tgctttagca ggtctggata tgtcgatgcece cggtgatgtt 1620
accttcgata gtggtacgtce tttctggggt gcaaacttga cggtcggtgt ccttaacggt 1680
acaatccccece aatggcgtgt tgatgacatg gctgtcegta tcatggccge ttattacaag 1740
gttggccgeg acaccaaata caccccteccecce aacttcaget cgtggaccag ggacgaatat 1800
ggtttcgege ataaccatgt ttceggaaggt gcecttacgaga gggtcaacga attcgtggac 1860
gtgcaacgcg atcatgccga cctaatcegt cgcatcggeg cgcagagcac tgttcectgetg 1920
aagaacaagg gtgccttgece cttgageccge aaggaaaagce tggtcgccct tetgggagag 1980
gatgcgggtt ccaactcgtg gggcgctaac ggctgtgatg accgtggttg cgataacggt 2040

acccttgeca tggectgggg tagcggtact gcgaatttcece catacctcegt gacaccagag 2100
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caggcgattc agaacgaagt tcttcagggc cgtggtaatg tcttecgccgt gaccgacagt 2160
tgggcgcecteg acaagatcgce tgcggctgce cgccaggceca gcgtatctet cgtgttegte 2220
aactccgact caggagaagg ctatcttagt gtggatggaa atgagggcga tcgtaacaac 2280
atcactctgt ggaagaacgg cgacaatgtg gtcaagaccg cagcgaataa ctgtaacaac 2340
accgttgtca tcatccacte cgtcggacca gttttgatcg atgaatggta tgaccacccce 2400
aatgtcactg gtattctctg ggctggtctg ccaggccagg agtctggtaa ctcecattgece 2460
gatgtgctgt acggtcgtgt caaccctgge gccaagtcte ctttcacttg gggcaagacce 2520
cgggagtcgt atggttctece cttggtcaag gatgccaaca atggcaacgg agcgccccag 2580
tctgatttca cccagggtgt tttcatcgat taccgccatt tcgataagtt caatgagacc 2640
cctatctacg agtttggcta cggcttgage tacaccacct tcgagctcte cgacctcecat 2700
gttcagccee tgaacgcgte ccgatacact cccaccagtg gcatgactga agctgcaaag 2760
aactttggtg aaattggcga tgcgtcggag tacgtgtatc cggaggggct ggaaaggatc 2820
catgagttta tctatccctg gatcaactct accgacctga aggcatcgte tgacgattct 2880
aactacggct gggaagactc caagtatatt cccgaaggcg ccacggatgg gtcectgcccag 2940
cceegtttge cecgctagtgg tggtgccgga ggaaacccecg gtctgtacga ggatctttte 3000
cgegtetetg tgaaggtcaa gaacacgggce aatgtcgecg gtgatgaagt tectcagetg 3060
tacgtttcece taggcggecc gaatgagccce aaggtggtac tgcgcaagtt tgagcegtatt 3120
cacttggccce cttegcagga ggccgtgtgg acaacgaccce ttaccecgteg tgaccttgcea 3180
aactgggacg tttcggctca ggactggacc gtcactcecctt accccaagac gatctacgtt 3240
ggaaactcct cacggaaact gccgctcecag gectecgcectge ctaaggccca gtaa 3294

<210> SEQ I
<211> LENGT.
<212> TYPE:

D NO 122
H: 1097
PRT

<213> ORGANISM: Aspergillus oryz

<400> SEQUENCE: 122

Met Arg Ser
1

Val Leu Ala
Cys Lys Pro
35

Val Phe Ser
50

Lys Ser Gly
65

Thr Pro Trp

Ser Ile Ala

Leu Thr Phe

115

Ser Thr Ser
130

Ile Pro Gly
145

Gly Gly Leu

Ser Pro Leu Leu Arg

5

Leu Ala Ala Asp Gly

20

Ser Cys Gly Trp Ala

40

Cys Asn Ala Asn Phe

55

Cys Glu Pro Gly Gly

70

Ala Val Asn Asp Asp

85

Gly Ser Asn Glu Ala

100

Thr Ser Gly Pro Val

120

Thr Gly Gly Asp Leu

135

Gly Gly Val Gly Ile
150

Pro Gly Gln Arg Tyr

ae

Ser

Arg

25

Lys

Gln

Val

Phe

Gly

105

Ala

Gly

Phe

Gly

Ala

Ser

Lys

Arg

Ala

Ala

90

Trp

Gly

Ser

Asp

Gly

Val

Thr

Ala

Ile

Tyr

75

Leu

Cys

Lys

Asn

Gly
155

Ile

Val Ala Ala
Arg Tyr Trp
30

Pro Val Asn
45

Thr Asp Phe
60

Ser Cys Ala

Gly Phe Ala

Cys Ala Cys
110

Lys Met Val
125

His Phe Asp
140

Cys Thr Pro

Ser Ser Arg

Leu Pro
15

Agsp Cys

Gln Pro

Asp Ala

Asp Gln

80

Ala Thr
95

Tyr Glu

Val Gln

Leu Asn

Gln Phe

160

Asn Glu
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Cys

Asp

Gln

Asp

225

Leu

Asp

Gly

Ser

Trp

305

Asn

Ser

Trp

Phe

Leu

385

Asp

Gln

Gln

Leu
465

Ser

Phe

Leu

Gly

545

Thr

Ala

Asp

Trp

Cys

210

Gly

Arg

Asp

Gln

Gln

290

Gln

Ile

Asp

Asp

Ser

370

Gly

Pro

Asp

Glu

Ser

450

Tyr

Met

Glu

Val

Ala
530
Thr

Ile

Tyr

Arg

Phe

195

Pro

Asn

Ser

Leu

Gly

275

Met

Leu

Pro

Tyr

Lys

355

Asp

Ala

Ala

Ala

His

435

Asp

Leu

Cys

Thr

Met

515

Gly

Ser

Pro

Tyr

Phe

180

Lys

Ala

Phe

Ala

Ala

260

Glu

Thr

Glu

Ser

Asn

340

Thr

Lys

His

Leu

Gly

420

Phe

Ser

Trp

Ser

Leu

500

Ser

Leu

Phe

Gln

Lys
580

165

Pro

Asn

Glu

Pro

Val

245

Tyr

Trp

Leu

Arg

Leu

325

Ser

Leu

Gly

Pro

Thr

405

Val

Arg

Leu

Pro

Tyr

485

Asn

Asp

Asp

Trp

Trp

565

Val

Asp

Ala

Leu

Ala

230

Val

Ser

Ala

Thr

Cys

310

Cys

Ala

Ala

Ile

Asp

390

Gly

Ile

Gln

Ser

Phe

470

Asn

Lys

Trp

Met

Gly
550

Arg

Gly

Ala

Asp

Val

215

Val

Ala

Pro

Glu

Glu

295

Val

Leu

Phe

Tyr

Asp

375

Gly

Val

Ala

Gln

Ser

455

Ala

Gln

Leu

Thr

Ser
535
Ala

Val

Arg

Leu

Asn

200

Ala

Gln

Ala

Pro

Val

280

Lys

Gly

Gln

Pro

Leu

360

Val

Gly

Leu

Thr

Pro

440

Asn

Asp

Ile

Leu

Ala

520

Met

Asn

Asp

Asp

Lys

185

Pro

Arg

Ile

Leu

Phe

265

Tyr

Val

Gln

Asp

Ala

345

Arg

Gln

Arg

Phe

Ala

425

Glu

Val

Ala

Asn

Lys

505

His

Pro

Leu

Asp

Thr
585

170

Pro

Ser

Thr

Pro

Pro

250

Tyr

Lys

Asn

Thr

Ser

330

Gly

Gly

Leu

Asn

Ala

410

Lys

Ala

Asp

Val

Asn

490

Ala

His

Gly

Thr

Met
570

Lys

Gly

Phe

Gly

Met

235

Val

Pro

Arg

Leu

Gly

315

Pro

Val

Gln

Gly

Trp

395

Glu

His

Ala

Asp

Arg

475

Ser

Glu

Ser

Asp

Val
555

Ala

Tyr

Cys

Ser

Cys

220

Arg

Leu

Ser

Ala

Thr

300

Ser

Leu

Asn

Ala

Pro

380

Glu

Thr

Tyr

Gly

Lys

460

Ala

Tyr

Leu

Gly

Val
540
Gly

Val

Thr

Tyr

Phe

205

Arg

Ser

Ala

Pro

Val

285

Thr

Val

Gly

Val

Met

365

Ala

Gly

Ile

Ile

Tyr

445

Thr

Gly

Gly

Gly

Val

525

Thr

Val

Arg

Pro

Trp

190

Arg

Arg

Ser

Leu

Trp

270

Asp

Gly

Pro

Ile

Ala

350

Gly

Ala

Phe

Lys

Met

430

Gly

Met

Val

Cys

Phe

510

Gly

Phe

Leu

Ile

Pro
590

175

Arg

Gln

Asn

Pro

Ala

255

Ala

Ile

Thr

Arg

Arg

335

Ala

Glu

Gly

Ser

Gly

415

Asn

Phe

His

Gly

Glu

495

Gln

Ala

Asp

Asn

Met
575

Asn

Phe

Val

Asp

Leu

240

Lys

Asp

Val

Gly

Leu

320

Phe

Thr

Glu

Pro

Pro

400

Ile

Glu

Asn

Glu

Ala

480

Asn

Gly

Ala

Ser

Gly
560

Ala

Phe
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Ser

Glu

His

625

Lys

Leu

Asp

Gly

Asn

705

Trp

Leu

Gly

Asn

Ile

785

Asn

Asn

Ser

Gln

865

Pro

Ser

Ser

Ser

Tyr

945

Asn

Gly

Pro

Ser

Gly

610

Ala

Asn

Leu

Asp

Thr

690

Glu

Ala

Val

Asn

Val

770

His

Val

Ser

Pro

Lys

850

Gly

Ile

Asp

Gly

Glu

930

Pro

Tyr

Ser

Gly

Trp

595

Ala

Asp

Lys

Gly

Arg

675

Ala

Val

Leu

Phe

Glu

755

Val

Ser

Thr

Ile

Phe

835

Asp

Val

Tyr

Leu

Met

915

Tyr

Trp

Gly

Ala

Leu
995

Thr

Tyr

Leu

Gly

Glu

660

Gly

Asn

Leu

Asp

Val

740

Gly

Lys

Val

Gly

Ala

820

Thr

Ala

Phe

Glu

His

900

Thr

Val

Ile

Trp

Gln

980

Tyr

Arg

Glu

Ile

Ala

645

Asp

Cys

Phe

Gln

Lys

725

Asn

Asp

Thr

Gly

Ile

805

Asp

Trp

Asn

Ile

Phe

885

Val

Glu

Tyr

Asn

Glu
965

Pro

Glu

Asp

Arg

Arg

630

Leu

Ala

Asp

Pro

Gly

710

Ile

Ser

Arg

Ala

Pro

790

Leu

Val

Gly

Asn

Asp

870

Gly

Gln

Ala

Pro

Ser
950
Asp

Arg

Asp

Glu

Val

615

Arg

Pro

Gly

Asn

Tyr

695

Arg

Ala

Asp

Asn

Ala

775

Val

Trp

Leu

Lys

Gly

855

Tyr

Tyr

Pro

Ala

Glu

935

Thr

Ser

Leu

Leu

Tyr

600

Asn

Ile

Leu

Ser

Gly

680

Leu

Gly

Ala

Ser

Asn

760

Asn

Leu

Ala

Tyr

Thr

840

Asn

Arg

Gly

Leu

Lys

920

Gly

Asp

Lys

Pro

Phe
1000

Gly

Glu

Gly

Ser

Asn

665

Thr

Val

Asn

Ala

Gly

745

Ile

Asn

Ile

Gly

Gly

825

Arg

Gly

His

Leu

Asn

905

Asn

Leu

Leu

Tyr

Ala
985

Arg Val Ser Val Lys

Phe

Phe

Ala

Arg

650

Ser

Leu

Thr

Val

Ala

730

Glu

Thr

Cys

Asp

Leu

810

Arg

Glu

Ala

Phe

Ser

890

Ala

Phe

Glu

Lys

Ile

970

Ser

Ala His
Val Asp
620

Gln Ser
635

Lys Glu

Trp Gly

Ala Met

Pro Glu
700

Phe Ala
715

Arg Gln

Gly Tyr

Leu Trp

Asn Asn
780

Glu Trp
795

Pro Gly

Val Asn

Ser Tyr

Pro Gln
860

Asp Lys
875

Tyr Thr

Ser Arg

Gly Glu

Arg Ile
940

Ala Ser
955

Pro Glu

Gly Gly

Asn

605

Val

Thr

Lys

Ala

Ala

685

Gln

Val

Ala

Leu

Lys

765

Thr

Tyr

Gln

Pro

Gly

845

Ser

Phe

Thr

Tyr

Ile

925

His

Ser

Gly

Ala

His

Gln

Val

Leu

Asn

670

Trp

Ala

Thr

Ser

Ser

750

Asn

Val

Asp

Glu

Gly

830

Ser

Asp

Asn

Phe

Thr

910

Gly

Glu

Asp

Ala

Gly
990

Val Lys Asn

1005

Val

Arg

Leu

Val

655

Gly

Gly

Ile

Asp

Val

735

Val

Gly

Val

His

Ser

815

Ala

Pro

Phe

Glu

Glu

895

Pro

Asp

Phe

Asp

Thr
975

Gly

Ser

Asp

Leu

640

Ala

Cys

Ser

Gln

Ser

720

Ser

Asp

Asp

Ile

Pro

800

Gly

Lys

Leu

Thr

Thr

880

Leu

Thr

Ala

Ile

Ser
960

Asp

Asn
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Thr Gly Asn Val Ala Gly Asp Glu Val Pro Gln Leu Tyr Val Ser
1010 1015 1020

Leu Gly Gly Pro Asn Glu Pro Lys Val Val Leu Arg Lys Phe Glu
1025 1030 1035

Arg Ile His Leu Ala Pro Ser Gln Glu Ala Val Trp Thr Thr Thr
1040 1045 1050

Leu Thr Arg Arg Asp Leu Ala Asn Trp Asp Val Ser Ala Gln Asp
1055 1060 1065

Trp Thr Val Thr Pro Tyr Pro Lys Thr Ile Tyr Val Gly Asn Ser
1070 1075 1080

Ser Arg Lys Leu Pro Leu Gln Ala Ser Leu Pro Lys Ala Gln
1085 1090 1095

<210> SEQ ID NO 123

<211> LENGTH: 3294

<212> TYPE: DNA

<213> ORGANISM: Aspergillus oryzae

<400> SEQUENCE: 123

atgegttect ccccectect cegeteegee gttgtggeeg cectgecggt gttggecctt 60
gecgetgatyg gcaggtcecac cegcetactgg gactgetgea agecttegtyg cggetgggec 120
aagaaggctce ccgtgaacca gectgtettt tectgcaacg ccaactteca gegtatcacg 180
gacttcgacyg ccaagtccgg ctgcgageceyg ggceggtgteg cctactegtyg cgecgaccag 240
accccatggg ctgtgaacga cgacttegeg cteggttttg ctgecaccte tattgecgge 300
agcaatgagg cgggctggtg ctgegectge tacgagetca cettcacate cggtectgtt 360
getggcaaga agatggtcegt ccagtccacce agcactggeg gtgatcttgg cagcaaccac 420
ttcgatctca acatcccegg cggeggegte ggeatctteg acggatgcac tccccagtte 480
ggtggtcetge ccggecageg ctacggegge atctegtece gecaacgagtyg cgateggtte 540
cccgacgece tcaagecegg ctgctactgg cgettegact ggttcaagaa cgecgacaat 600
ccgagettca getteegtea ggtecagtge ccagecgage tegtegeteg caccggatge 660
cgcegoaacyg acgacggcaa ctteectgee gtecagatece cecatgegtte ctecccecte 720
ctecegeteeg cegttgtgge cgecctgecg gtgttggece ttgecaagga tgatctegeg 780
tactccecte ctttetacce ttecccatgg gecagatggte agggtgaatg ggeggaagta 840
tacaaacgcg ctgtagacat agtttcccag atgacgttga cagagaaagt caacttaacg 900
actggaacag gatggcaact agagaggtgt gttggacaaa ctggcagtgt tcccagacte 960

aacatcccca gettgtgttt gcaggatagt cctettggta ttcegtttcecte ggactacaat 1020
tcagctttee ctgcgggtgt taatgtcgct gccacctggg acaagacgct cgcctacctt 1080
cgtggtcagg caatgggtga ggagttcagt gataagggta ttgacgttca gctgggtect 1140
gctgetggee cteteggtge tcatccggat ggcggtagaa actgggaaag tttcetcacca 1200
gatccageece tcaccggtgt actttttgeg gagacgatta agggtattca agatgctggt 1260
gtcattgcga cagctaagca ttatatcatg aacgaacaag agcatttccg ccaacaaccce 1320
gaggctgegg gttacggatt caacgtaagc gacagtttga gttccaacgt tgatgacaag 1380
actatgcatg aattgtacct ctggccctte gcggatgcag tacgcgctgg agtcggtgcet 1440
gttatgtgct cttacaacca aatcaacaac agctacggtt gcgagaatag cgaaactctg 1500
aacaagcttt tgaaggcgga gcttggtttce caaggctteg tcatgagtga ttggaccgcet 1560

caacacagcg gcgtaggege tgctttagca ggtcectggata tgtcgatgcce cggtgatgtt 1620
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accttcgata gtggtacgtce tttctggggt gcaaacttga cggtcggtgt ccttaacggt 1680
acaatccccece aatggcgtgt tgatgacatg gctgtcegta tcatggccge ttattacaag 1740
gttggccgeg acaccaaata caccccteccecce aacttcaget cgtggaccag ggacgaatat 1800
ggtttcgege ataaccatgt ttceggaaggt gcecttacgaga gggtcaacga attcgtggac 1860
gtgcaacgcg atcatgccga cctaatcegt cgcatcggeg cgcagagcac tgttcectgetg 1920
aagaacaagg gtgccttgece cttgageccge aaggaaaagce tggtcgccct tetgggagag 1980
gatgcgggtt ccaactcgtg gggcgctaac ggctgtgatg accgtggttg cgataacggt 2040
acccttgeca tggectgggg tagcggtact gcgaatttcece catacctcegt gacaccagag 2100
caggcgattc agaacgaagt tcttcagggc cgtggtaatg tcttecgccgt gaccgacagt 2160
tgggcgcecteg acaagatcgce tgcggctgce cgccaggceca gcgtatctet cgtgttegte 2220
aactccgact caggagaagg ctatcttagt gtggatggaa atgagggcga tcgtaacaac 2280
atcactctgt ggaagaacgg cgacaatgtg gtcaagaccg cagcgaataa ctgtaacaac 2340
accgttgtca tcatccacte cgtcggacca gttttgatcg atgaatggta tgaccacccce 2400
aatgtcactg gtattctctg ggctggtctg ccaggccagg agtctggtaa ctcecattgece 2460
gatgtgctgt acggtcgtgt caaccctgge gccaagtcte ctttcacttg gggcaagacce 2520
cgggagtcgt atggttctece cttggtcaag gatgccaaca atggcaacgg agcgccccag 2580
tctgatttca cccagggtgt tttcatcgat taccgccatt tcgataagtt caatgagacc 2640
cctatctacg agtttggcta cggcttgage tacaccacct tcgagctcte cgacctcecat 2700
gttcagccee tgaacgcgte ccgatacact cccaccagtg gcatgactga agctgcaaag 2760
aactttggtg aaattggcga tgcgtcggag tacgtgtatc cggaggggct ggaaaggatc 2820
catgagttta tctatccctg gatcaactct accgacctga aggcatcgte tgacgattct 2880
aactacggct gggaagactc caagtatatt cccgaaggcg ccacggatgg gtcectgcccag 2940
cceegtttge cecgctagtgg tggtgccgga ggaaacccecg gtctgtacga ggatctttte 3000
cgegtetetg tgaaggtcaa gaacacgggce aatgtcgecg gtgatgaagt tectcagetg 3060
tacgtttcece taggcggecc gaatgagccce aaggtggtac tgcgcaagtt tgagcegtatt 3120
cacttggccce cttegcagga ggccgtgtgg acaacgaccce ttaccecgteg tgaccttgcea 3180
aactgggacg tttcggctca ggactggacc gtcactcecctt accccaagac gatctacgtt 3240
ggaaactcct cacggaaact gccgctcecag gectecgcectge ctaaggccca gtaa 3294

<210> SEQ I
<211> LENGT.
<212> TYPE:
<213> ORGAN

D NO 124
H: 1097
PRT

ISM: Aspergillus oryz

<400> SEQUENCE: 124

Met Arg Ser
1

Val Leu Ala
Cys Lys Pro
35

Val Phe Ser
50

Lys Ser Gly
65

Ser Pro Leu Leu Arg

5

Leu Ala Ala Asp Gly

20

Ser Cys Gly Trp Ala

40

Cys Asn Ala Asn Phe

55

Cys Glu Pro Gly Gly

70

ae

Ser

Arg

25

Lys

Gln

Val

Ala

10

Ser

Lys

Arg

Ala

Val

Thr

Ala

Ile

Tyr
75

Val Ala Ala
Arg Tyr Trp
30

Pro Val Asn
45

Thr Asp Phe
60

Ser Cys Ala

Leu Pro

15

Agsp Cys

Gln Pro

Asp Ala

Asp Gln
80
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338

Thr

Ser

Leu

Ser

Ile

145

Gly

Cys

Asp

Gln

Asp

225

Leu

Asp

Gly

Ser

Trp

305

Asn

Ser

Trp

Phe

Leu

385

Asp

Gln

Gln

Leu
465

Pro

Ile

Thr

Thr

130

Pro

Gly

Asp

Trp

Cys

210

Gly

Arg

Asp

Gln

Gln

290

Gln

Ile

Asp

Asp

Ser

370

Gly

Pro

Asp

Glu

Ser
450

Tyr

Met

Trp

Ala

Phe

115

Ser

Gly

Leu

Arg

Phe

195

Pro

Asn

Ser

Leu

Gly

275

Met

Leu

Pro

Tyr

Lys

355

Asp

Ala

Ala

Ala

His
435
Asp

Leu

Cys

Ala

Gly

100

Thr

Thr

Gly

Pro

Phe

180

Lys

Ala

Phe

Ala

Ala

260

Glu

Thr

Glu

Ser

Asn

340

Thr

Lys

His

Leu

Gly

420

Phe

Ser

Trp

Ser

Val

85

Ser

Ser

Gly

Gly

Gly

165

Pro

Asn

Glu

Pro

Val

245

Tyr

Trp

Leu

Arg

Leu

325

Ser

Leu

Gly

Pro

Thr

405

Val

Arg

Leu

Pro

Tyr
485

Asn

Asn

Gly

Gly

Val

150

Gln

Asp

Ala

Leu

Ala

230

Val

Ser

Ala

Thr

Cys

310

Cys

Ala

Ala

Ile

Asp

390

Gly

Ile

Gln

Ser

Phe

470

Asn

Asp

Glu

Pro

Asp

135

Gly

Arg

Ala

Asp

Val

215

Val

Ala

Pro

Glu

Glu

295

Val

Leu

Phe

Tyr

Asp

375

Gly

Val

Ala

Gln

Ser
455

Ala

Gln

Asp

Ala

Val

120

Leu

Ile

Tyr

Leu

Asn

200

Ala

Gln

Ala

Pro

Val

280

Lys

Gly

Gln

Pro

Leu

360

Val

Gly

Leu

Thr

Pro
440
Asn

Asp

Ile

Phe

Gly

105

Ala

Gly

Phe

Gly

Lys

185

Pro

Arg

Ile

Leu

Phe

265

Tyr

Val

Gln

Asp

Ala

345

Arg

Gln

Arg

Phe

Ala

425

Glu

Val

Ala

Asn

Ala

Trp

Gly

Ser

Asp

Gly

170

Pro

Ser

Thr

Pro

Pro

250

Tyr

Lys

Asn

Thr

Ser

330

Gly

Gly

Leu

Asn

Ala

410

Lys

Ala

Asp

Val

Asn
490

Leu

Cys

Lys

Asn

Gly

155

Ile

Gly

Phe

Gly

Met

235

Val

Pro

Arg

Leu

Gly

315

Pro

Val

Gln

Gly

Trp

395

Glu

His

Ala

Asp

Arg

475

Ser

Gly

Cys

Lys

His

140

Cys

Ser

Cys

Ser

Cys

220

Arg

Leu

Ser

Ala

Thr

300

Ser

Leu

Asn

Ala

Pro

380

Glu

Thr

Tyr

Gly

Lys

460

Ala

Tyr

Phe

Ala

Met

125

Phe

Thr

Ser

Tyr

Phe

205

Arg

Ser

Ala

Pro

Val

285

Thr

Val

Gly

Val

Met

365

Ala

Ser

Ile

Ile

Tyr

445

Thr

Gly

Gly

Ala

Cys

110

Val

Asp

Pro

Arg

Trp

190

Arg

Arg

Ser

Leu

Trp

270

Asp

Gly

Pro

Ile

Ala

350

Gly

Ala

Phe

Lys

Met

430

Gly

Met

Val

Cys

Ala

Tyr

Val

Leu

Gln

Asn

175

Arg

Gln

Asn

Pro

Ala

255

Ala

Ile

Thr

Arg

Arg

335

Ala

Glu

Gly

Ser

Gly

415

Asn

Phe

His

Gly

Glu
495

Thr

Glu

Gln

Asn

Phe

160

Glu

Phe

Val

Asp

Leu

240

Lys

Asp

Val

Gly

Leu

320

Phe

Thr

Glu

Pro

Pro

400

Ile

Glu

Asn

Glu

Ala

480

Asn
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340

Ser

Phe

Leu

Gly

545

Thr

Ala

Ser

Glu

His

625

Lys

Leu

Asp

Gly

Asn

705

Trp

Leu

Gly

Asn

Ile

785

Asn

Asn

Ser

Gln
865
Pro

Ser

Ser

Glu

Val

Ala

530

Thr

Ile

Tyr

Ser

Gly

610

Ala

Asn

Leu

Asp

Thr

690

Glu

Ala

Val

Asn

Val

770

His

Val

Ser

Pro

Lys

850

Gly

Ile

Asp

Gly

Thr

Met

515

Gly

Ser

Pro

Tyr

Trp

595

Ala

Asp

Lys

Gly

Arg

675

Ala

Val

Leu

Phe

Glu

755

Val

Ser

Thr

Ile

Phe

835

Asp

Val

Tyr

Leu

Met

Leu

500

Ser

Leu

Phe

Gln

Lys

580

Thr

Tyr

Leu

Gly

Glu

660

Gly

Asn

Leu

Asp

Val

740

Gly

Lys

Val

Gly

Ala

820

Thr

Ala

Phe

Glu

His
900

Thr

Asn

Asp

Asp

Trp

Trp

565

Val

Arg

Glu

Ile

Ala

645

Asp

Cys

Phe

Gln

Lys

725

Asn

Asp

Thr

Gly

Ile

805

Asp

Trp

Asn

Ile

Phe
885

Val

Glu

Lys

Trp

Met

Gly

550

Arg

Gly

Asp

Arg

Arg

630

Leu

Ala

Asp

Pro

Gly

710

Ile

Ser

Arg

Ala

Pro

790

Leu

Val

Gly

Asn

Asp
870
Gly

Gln

Ala

Leu

Thr

Ser

535

Ala

Val

Arg

Glu

Val

615

Arg

Pro

Gly

Asn

Tyr

695

Arg

Ala

Asp

Asn

Ala

775

Val

Trp

Leu

Lys

Gly

855

Tyr

Tyr

Pro

Ala

Leu

Ala

520

Met

Asn

Asp

Asp

Tyr

600

Asn

Ile

Leu

Ser

Gly

680

Leu

Gly

Ala

Ser

Asn

760

Asn

Leu

Ala

Tyr

Thr

840

Asn

Arg

Gly

Leu

Lys

Lys

505

Gln

Pro

Leu

Asp

Thr

585

Gly

Glu

Gly

Ser

Asn

665

Thr

Val

Asn

Ala

Gly

745

Ile

Asn

Ile

Gly

Gly

825

Arg

Gly

His

Leu

Asn
905

Asn

Ala

His

Gly

Thr

Met

570

Lys

Phe

Phe

Ala

Arg

650

Ser

Leu

Thr

Val

Ala

730

Glu

Thr

Cys

Asp

Leu

810

Arg

Glu

Ala

Phe

Ser
890

Ala

Phe

Glu

Ser

Asp

Val

555

Ala

Tyr

Ala

Val

Gln

635

Lys

Trp

Ala

Pro

Phe

715

Arg

Gly

Leu

Asn

Glu

795

Pro

Val

Ser

Pro

Asp
875
Tyr

Ser

Gly

Leu

Gly

Val

540

Gly

Val

Thr

His

Asp

620

Ser

Glu

Gly

Met

Glu

700

Ala

Gln

Tyr

Trp

Asn

780

Trp

Gly

Asn

Tyr

Gln

860

Lys

Thr

Arg

Glu

Gly

Val

525

Thr

Val

Arg

Pro

Asn

605

Val

Thr

Lys

Ala

Ala

685

Gln

Val

Ala

Leu

Lys

765

Thr

Tyr

Gln

Pro

Gly

845

Ser

Phe

Thr

Tyr

Ile

Phe

510

Gly

Phe

Leu

Ile

Pro

590

His

Gln

Val

Leu

Asn

670

Trp

Ala

Thr

Ser

Ser

750

Asn

Val

Asp

Glu

Gly

830

Ser

Asp

Asn

Phe

Thr
910

Gly

Gln

Ala

Asp

Asn

Met

575

Asn

Val

Arg

Leu

Val

655

Gly

Gly

Ile

Asp

Val

735

Val

Gly

Val

His

Ser

815

Ala

Pro

Phe

Glu

Glu
895

Pro

Asp

Gly

Ala

Ser

Gly

560

Ala

Phe

Ser

Asp

Leu

640

Ala

Cys

Ser

Gln

Ser

720

Ser

Asp

Asp

Ile

Pro

800

Gly

Lys

Leu

Thr

Thr
880
Leu

Thr

Ala
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-continued
915 920 925

Ser Glu Tyr Val Tyr Pro Glu Gly Leu Glu Arg Ile His Glu Phe Ile
930 935 940

Tyr Pro Trp Ile Asn Ser Thr Asp Leu Lys Ala Ser Ser Asp Asp Ser

945 950 955 960

Asn Tyr Gly Trp Glu Asp Ser Lys Tyr Ile Pro Glu Gly Ala Thr Asp

965 970 975
Gly Ser Ala Gln Pro Arg Leu Pro Ala Ser Gly Gly Ala Gly Gly Asn
980 985 990
Pro Gly Leu Tyr Glu Asp Leu Phe Arg Val Ser Val Lys Val Lys Asn
995 1000 1005

Thr Gly Asn Val Ala Gly Asp Glu Val Pro Gln Leu Tyr Val Ser
1010 1015 1020

Leu Gly Gly Pro Asn Glu Pro Lys Val Val Leu Arg Lys Phe Glu
1025 1030 1035

Arg Ile His Leu Ala Pro Ser Gln Glu Ala Val Trp Thr Thr Thr
1040 1045 1050

Leu Thr Arg Arg Asp Leu Ala Asn Trp Asp Val Ser Ala Gln Asp
1055 1060 1065

Trp Thr Val Thr Pro Tyr Pro Lys Thr Ile Tyr Val Gly Asn Ser
1070 1075 1080

Ser Arg Lys Leu Pro Leu Gln Ala Ser Leu Pro Lys Ala Gln
1085 1090 1095

<210> SEQ ID NO 125

<211> LENGTH: 19

<212> TYPE: PRT

<213> ORGANISM: Thielavia terrestris

<220> FEATURE:

<221> NAME/KEY: MISC_FEATURE

<222> LOCATION: (1).. (1)

<223> OTHER INFORMATION: X=I,L,M, OR V

<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (3)..(6)

<223> OTHER INFORMATION: Xaa can be any naturally occurring amino acid

<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (8)..(8)

<223> OTHER INFORMATION: Xaa can be any naturally occurring amino acid

<220> FEATURE:

<221> NAME/KEY: MISC_FEATURE

<222> LOCATION: (10)..(10)

<223> OTHER INFORMATION: X=I,L,M, OR V

<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (11)..(11)

<223> OTHER INFORMATION: Xaa can be any naturally occurring amino acid

<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (13)..(13)

<223> OTHER INFORMATION: Xaa can be any naturally occurring amino acid

<220> FEATURE:

<221> NAME/KEY: MISC_FEATURE

<222> LOCATION: (14)..(14)

<223> OTHER INFORMATION: X=E OR Q

<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (15)..(18)

<223> OTHER INFORMATION: Xaa can be any naturally occurring amino acid

<220> FEATURE:

<221> NAME/KEY: MISC_FEATURE

<222> LOCATION: (19)..(19)

<223> OTHER INFORMATION: X=H,N, OR Q

<400> SEQUENCE: 125
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344

Xaa Pro Xaa Xaa Xaa Xaa Gly Xaa Tyr Xaa Xaa Arg Xaa Xaa Xaa Xaa

1

5

Xaa Xaa Xaa

<210>
<211>
<212>
<213>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>

<400>

Xaa Pro Xaa Xaa

1

SEQ ID NO 126

10

15

OTHER INFORMATION: Xaa can be any naturally occurring amino

OTHER INFORMATION: Xaa can be any naturally occurring amino

OTHER INFORMATION: Xaa can be any naturally occurring amino

OTHER INFORMATION: Xaa can be any naturally occurring amino

OTHER INFORMATION: Xaa can be any naturally occurring amino

LENGTH: 20

TYPE: PRT

ORGANISM: Thielavia terrestris
FEATURE:

NAME/KEY: MISC _FEATURE
LOCATION: (1)..(1)

OTHER INFORMATION: X=I,L,M, OR V
FEATURE:

NAME/KEY: misc_feature
LOCATION: (3)..(7)

FEATURE:

NAME/KEY: misc_feature
LOCATION: (9)..(9)

FEATURE:

NAME/KEY: MISC _FEATURE
LOCATION: (11)..(11)

OTHER INFORMATION: X=I,L,M, OR V
FEATURE:

NAME/KEY: misc_feature
LOCATION: (12)..(12)
FEATURE:

NAME/KEY: misc_feature
LOCATION: (14)..(14)
FEATURE:

NAME/KEY: MISC _FEATURE
LOCATION: (15)..(15)

OTHER INFORMATION: X=E OR Q
FEATURE:

NAME/KEY: misc_feature
LOCATION: (16)..(19)
FEATURE:

NAME/KEY: MISC _FEATURE
LOCATION: (20)..(20)

OTHER INFORMATION: X=H,N, OR Q

SEQUENCE: 126

5

Xaa Xaa Xaa Xaa

<210>
<211>
<212>
<213>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>

<400>

20

SEQ ID NO 127

10

Xaa Xaa Xaa Gly Xaa Tyr Xaa Xaa Arg Xaa Xaa Xaa

15

acid

acid

acid

acid

acid

OTHER INFORMATION: Xaa can be any naturally occurring amino acid

OTHER INFORMATION: Xaa can be any naturally occurring amino acid

LENGTH: 9

TYPE: PRT

ORGANISM: Thielavia terrestris
FEATURE:

NAME/KEY: misc_feature
LOCATION: (2)..(2)
FEATURE:

NAME/KEY: misc_feature
LOCATION: (5)..(7)
FEATURE:

NAME/KEY: MISC _FEATURE
LOCATION: (8)..(8)

OTHER INFORMATION: X=
FEATURE:

NAME/KEY: MISC_FEATURE
LOCATION: (9)..(9)

OTHER INFORMATION: X= A,I,L,M OR V

SEQUENCE: 127

Y OR W
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His Xaa Gly Pro Xaa Xaa Xaa Xaa Xaa

1

<210>
<211>
<212>
<213>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>

<400>

5

SEQ ID NO 128

LENGTH: 10

TYPE: PRT

ORGANISM: Thielavia terrestris
FEATURE:

NAME/KEY: misc_feature
LOCATION: (2)..(3)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (6)..(8)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (9)..(9)

OTHER INFORMATION: X= Y OR W
FEATURE:

NAME/KEY: MISC_FEATURE
LOCATION: (10)..(10)

OTHER INFORMATION: X= Y OR W

SEQUENCE: 128

His Xaa Xaa Gly Pro Xaa Xaa Xaa Xaa Xaa

1

<210>
<211>
<212>
<213>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>

<400>

5 10

SEQ ID NO 129

LENGTH: 11

TYPE: PRT

ORGANISM: Thielavia terrestris
FEATURE:

NAME/KEY: MISC _FEATURE
LOCATION: (1)..(1)

OTHER INFORMATION: X= E OR Q
FEATURE:

NAME/KEY: misc_feature
LOCATION: (2)..(2)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (4)..(5)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (7)..(7)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (8)..(8)

OTHER INFORMATION: X= E,H,Q OR N
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (9)..(9)

OTHER INFORMATION: X=F,I,L, OR V
FEATURE:

NAME/KEY: misc_feature

LOCATION: (10)..(10)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (11)..(11)

OTHER INFORMATION: X=I,L,OR V

SEQUENCE: 129

Xaa Xaa Tyr Xaa Xaa Cys Xaa Xaa Xaa Xaa Xaa

1

<210>
<211>
<212>
<213>
<220>

5 10

SEQ ID NO 130

LENGTH: 9

TYPE: PRT

ORGANISM: Thielavia terrestris
FEATURE:
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<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>

<400>

NAME/KEY: misc_feature

LOCATION: (2)..(2)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (5)..(7)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (8)..(8)

OTHER INFORMATION: X= Y OR W
FEATURE:

NAME/KEY: MISC_FEATURE
LOCATION: (9)..(9)

OTHER INFORMATION: X= A,I,L,M OR V

SEQUENCE: 130

His Xaa Gly Pro Xaa Xaa Xaa Xaa Xaa

1

<210>
<211>
<212>
<213>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>

<400>

5

SEQ ID NO 131

LENGTH: 10

TYPE: PRT

ORGANISM: Thielavia terrestris
FEATURE:

NAME/KEY: misc_feature
LOCATION: (2)..(3)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (6)..(8)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (9)..(9)

OTHER INFORMATION: X= Y OR W
FEATURE:

NAME/KEY: MISC_FEATURE
LOCATION: (10)..(10)

OTHER INFORMATION: X= A,I,L,M OR V

SEQUENCE: 131

His Xaa Xaa Gly Pro Xaa Xaa Xaa Xaa Xaa

1

<210>
<211>
<212>
<213>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>

5 10

SEQ ID NO 132

LENGTH: 11

TYPE: PRT

ORGANISM: Thielavia terrestris
FEATURE:

NAME/KEY: MISC _FEATURE
LOCATION: (1)..(1)

OTHER INFORMATION: X= E OR Q
FEATURE:

NAME/KEY: misc_feature
LOCATION: (2)..(2)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (4)..(5)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (7)..(7)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (8)..(8)

OTHER INFORMATION: X= E,H,Q OR N
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (9)..(9)

OTHER INFORMATION: X=F,I,L, OR V
FEATURE:

NAME/KEY: misc_feature
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<222>
<223>
<220>
<221>
<222>
<223>

<400>

LOCATION: (10)..(10)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (11)..(11)

OTHER INFORMATION: X=I,L,OR V

SEQUENCE: 132

Xaa Xaa Tyr Xaa Xaa Cys Xaa Xaa Xaa Xaa Xaa

1

<210>
<211>
<212>
<213>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>

<400>

5 10

SEQ ID NO 133

LENGTH: 9

TYPE: PRT

ORGANISM: Thielavia terrestris
FEATURE:

NAME/KEY: misc_feature
LOCATION: (2)..(2)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (5)..(7)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (8)..(8)

OTHER INFORMATION: X= Y OR W
FEATURE:

NAME/KEY: MISC_FEATURE
LOCATION: (9)..(9)

OTHER INFORMATION: X= A,I,L,M OR V

SEQUENCE: 133

His Xaa Gly Pro Xaa Xaa Xaa Xaa Xaa

1

<210>
<211>
<212>
<213>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>

<400>

5

SEQ ID NO 134

LENGTH: 10

TYPE: PRT

ORGANISM: Thielavia terrestris
FEATURE:

NAME/KEY: misc_feature
LOCATION: (2)..(3)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (6)..(8)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (9)..(9)

OTHER INFORMATION: X= Y OR W
FEATURE:

NAME/KEY: MISC_FEATURE
LOCATION: (10)..(10)

OTHER INFORMATION: X= A,I,L,M OR V

SEQUENCE: 134

His Xaa Xaa Gly Pro Xaa Xaa Xaa Xaa Xaa

1

<210>
<211>
<212>
<213>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>

5 10

SEQ ID NO 135

LENGTH: 11

TYPE: PRT

ORGANISM: Thielavia terrestris
FEATURE:

NAME/KEY: MISC _FEATURE
LOCATION: (1)..(1)

OTHER INFORMATION: X= E OR Q
FEATURE:

NAME/KEY: misc_feature
LOCATION: (2)..(2)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
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<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>

<400>

-continued
FEATURE:
NAME/KEY: misc_feature
LOCATION: (4)..(5)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (7)..(7)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (8)..(8)

OTHER INFORMATION: X= E,H,Q OR N
FEATURE:

NAME/KEY: MISC _FEATURE

LOCATION: (9)..(9)

OTHER INFORMATION: X=F,I,L, OR V
FEATURE:

NAME/KEY: misc_feature

LOCATION: (10)..(10)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (11)..(11)

OTHER INFORMATION: X=I,L,OR V

SEQUENCE: 135

Xaa Xaa Tyr Xaa Xaa Cys Xaa Xaa Xaa Xaa Xaa

1

<210>
<211>
<212>
<213>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>

<400>

5 10

SEQ ID NO 136

LENGTH: 9

TYPE: PRT

ORGANISM: Thielavia terrestris
FEATURE:

NAME/KEY: misc_feature
LOCATION: (2)..(2)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (5)..(7)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (8)..(8)

OTHER INFORMATION: X= Y OR W
FEATURE:

NAME/KEY: MISC_FEATURE
LOCATION: (9)..(9)

OTHER INFORMATION: X= A,I,L,M OR V

SEQUENCE: 136

His Xaa Gly Pro Xaa Xaa Xaa Xaa Xaa

1

<210>
<211>
<212>
<213>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>

5

SEQ ID NO 137

LENGTH: 10

TYPE: PRT

ORGANISM: Thielavia terrestris
FEATURE:

NAME/KEY: misc_feature
LOCATION: (2)..(3)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (6)..(8)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (9)..(9)

OTHER INFORMATION: X= Y OR W
FEATURE:

NAME/KEY: MISC_FEATURE
LOCATION: (10)..(10)

OTHER INFORMATION: X= A,I,L,M OR V
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<400>

SEQUENCE: 137

His Xaa Xaa Gly Pro Xaa Xaa Xaa Xaa Xaa

1

<210>
<211>
<212>
<213>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>

<400>

5 10

SEQ ID NO 138

LENGTH: 11

TYPE: PRT

ORGANISM: Thielavia terrestris
FEATURE:

NAME/KEY: MISC _FEATURE
LOCATION: (1)..(1)

OTHER INFORMATION: X= E OR Q
FEATURE:

NAME/KEY: misc_feature
LOCATION: (2)..(2)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (4)..(5)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (7)..(7)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (8)..(8)

OTHER INFORMATION: X= E,H,Q OR N
FEATURE:

NAME/KEY: MISC _FEATURE

LOCATION: (9)..(9)

OTHER INFORMATION: X=F,I,L, OR V
FEATURE:

NAME/KEY: misc_feature

LOCATION: (10)..(10)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (11)..(11)

OTHER INFORMATION: X=I,L,OR V

SEQUENCE: 138

Xaa Xaa Tyr Xaa Xaa Cys Xaa Xaa Xaa Xaa Xaa

1

<210>
<211>
<212>
<213>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>
<222>
<223>
<220>
<221>

5 10

SEQ ID NO 139

LENGTH: 19

TYPE: PRT

ORGANISM: Thielavia terrestris
FEATURE:

NAME/KEY: MISC _FEATURE
LOCATION: (1)..(1)

OTHER INFORMATION: X=I,L,M OR V
FEATURE:

NAME/KEY: misc_feature
LOCATION: (3)..(6)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (8)..(8)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE

LOCATION: (10)..(10)

OTHER INFORMATION: X=I,L,M OR V
FEATURE:

NAME/KEY: misc_feature
LOCATION: (11)..(11)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: misc_feature

LOCATION: (13)..(13)

OTHER INFORMATION: Xaa can be any naturally occurring amino acid
FEATURE:

NAME/KEY: MISC_FEATURE



US 9,404,137 B2
355 356

-continued

<222> LOCATION: (14)..(14)

<223> OTHER INFORMATION: X= E OR Q

<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (15)..(17)

<223> OTHER INFORMATION: Xaa can be any naturally occurring amino acid
<220> FEATURE:

<221> NAME/KEY: MISC_FEATURE

<222> LOCATION: (19)..(19)

<223> OTHER INFORMATION: X= H,N, OR Q

<400> SEQUENCE: 139

Xaa Pro Xaa Xaa Xaa Xaa Gly Xaa Tyr Xaa Xaa Arg Xaa Xaa Xaa Xaa
1 5 10 15

Xaa Ala Xaa

<210> SEQ ID NO 140

<211> LENGTH: 20

<212> TYPE: PRT

<213> ORGANISM: Thielavia terrestris

<220> FEATURE:

<221> NAME/KEY: MISC_FEATURE

<222> LOCATION: (1).. (1)

<223> OTHER INFORMATION: X=I,L,M OR V

<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (3)..(7)

<223> OTHER INFORMATION: Xaa can be any naturally occurring amino acid
<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (9)..(9)

<223> OTHER INFORMATION: Xaa can be any naturally occurring amino acid
<220> FEATURE:

<221> NAME/KEY: MISC_FEATURE

<222> LOCATION: (11)..(11)

<223> OTHER INFORMATION: X=I,L,M OR V

<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (12)..(12)

<223> OTHER INFORMATION: Xaa can be any naturally occurring amino acid
<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (14)..(14)

<223> OTHER INFORMATION: Xaa can be any naturally occurring amino acid
<220> FEATURE:

<221> NAME/KEY: MISC_FEATURE

<222> LOCATION: (15)..(15)

<223> OTHER INFORMATION: X=E OR Q

<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: (16)..(18)

<223> OTHER INFORMATION: Xaa can be any naturally occurring amino acid
<220> FEATURE:

<221> NAME/KEY: MISC_FEATURE

<222> LOCATION: (20)..(20)

<223> OTHER INFORMATION: X= H,N, OR Q

<400> SEQUENCE: 140

Xaa Pro Xaa Xaa Xaa Xaa Xaa Gly Xaa Tyr Xaa Xaa Arg Xaa Xaa Xaa
1 5 10 15

Xaa Xaa Ala Xaa

20

<210> SEQ ID NO 141

<211> LENGTH: 1035

<212> TYPE: DNA

<213> ORGANISM: Aspergillus aculeatus
<400> SEQUENCE: 141

atgaagtata ttcctetegt tattgeagtt getgecggece tggcacgtcee ggcetactgece 60

cactacatct tcagcaagcet cgtgctgaac ggagaggcat ctgeggactg gcaatacatce 120
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cgcgagacta ctcgcagcat agtctatgag ccgaccaagt acacctctac cttcgataac 180
ctaacaccca gcgatagcga cttcecgetgt aatcteggtt ccettcagcaa tgctgegaag 240
accgaggteg ctgaggttge ggcaggegat accatcgcaa tgaagctatt ctacgacace 300
agtattgcge atcctggccce gggacaagtt tatatgtcca aggcaccgac cggcaatgtt 360
caggaatacc aaggagacgg ggattggttc aaaatctggg aaaagaccct ttgcaacacyg 420
gatggtgatce tgactacaga ggcctggtgce acctggggca tgtcacagtt tgaatttcaa 480
atcccagetyg cgaccecgge aggagagtac ctagtgegeg ccgagcatat aggectgcat 540
ggcgcetcaayg cgaacgagge cgaattcectte tacagetgtg cgcagatcaa ggttacagge 600
tcgggaactyg gatcteccag tctcacgtat caaattcectg gtctcectataa cgacactatg 660
accctgttcea atggectcaa tctttggact gattcagecyg agaaggtgca gctggattte 720
ctggagacge caattgggga cgacgtgtgg ageggagcag gcteggggag cccatctget 780
gecacctett cgaccagegg tgcaactett gecagetcagg gtacaactac ctetgccgeg 840
catgctcagg cccagaccac cattaccacc agcaccagca ccatcacgte tctcgaatca 900
gccagetcaa ccgatctegt tgcgecagtat ggtcagtgeg gaggcecttaa ctggtcceggt 960
ccaaccgagt gtgagacacc ttatacctgt gtgcagcaga acccttacta ccatcaatgc 1020
gtgaattcgt gctga 1035

<210> SEQ I
<211> LENGT.
<212> TYPE:
<213> ORGAN
<400> SEQUE:

Met Lys Tyr
1

Pro Ala Thr

Ala Ser Ala

Tyr Glu Pro
50

Asp Ser Asp
65

Thr Glu Val

Phe Tyr Asp

Ser Lys Ala
115

Trp Phe Lys
130

Thr Thr Glu
145

Ile Pro Ala

Ile Gly Leu

Cys Ala Gln
195

D NO 142
H: 344
PRT

ISM: Aspergillus

NCE: 142

Ile Pro Leu Val Ile

5

Ala His Tyr Ile Phe

20

Asp Trp Gln Tyr Ile

Thr Lys Tyr Thr Ser

55

Phe Arg Cys Asn Leu

70

Ala Glu Val Ala Ala

85

Thr Ser Ile Ala His

100

Pro Thr Gly Asn Val

120

Ile Trp Glu Lys Thr

135

Ala Trp Cys Thr Trp
150

Ala Thr Pro Ala Gly

165

His Gly Ala Gln Ala

180

Ile Lys Val Thr Gly

200

Ala

Ser

25

Arg

Thr

Gly

Gly

Pro

105

Gln

Leu

Gly

Glu

Asn
185

Ser

aculeatus

Val

10

Lys

Glu

Phe

Ser

Asp

90

Gly

Glu

Cys

Met

Tyr
170

Glu

Gly

Ala

Leu

Thr

Asp

Phe

75

Thr

Pro

Tyr

Asn

Ser

155

Leu

Ala

Thr

Ala Gly Leu

Val Leu Asn
30

Thr Arg Ser

Asn Leu Thr
60

Ser Asn Ala

Ile Ala Met

Gly Gln Val
110

Gln Gly Asp
125

Thr Asp Gly
140

Gln Phe Glu

Val Arg Ala

Glu Phe Phe
190

Gly Ser Pro
205

Ala Arg
15

Gly Glu

Ile Val

Pro Ser

Ala Lys
80

Lys Leu
95

Tyr Met

Gly Asp

Asp Leu

Phe Gln
160

Glu His
175

Tyr Ser

Ser Leu
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Thr Tyr Gln
210

Gly Leu Asn
225

Leu Glu Thr

Ser Pro Ser

Gln Gly Thr

275

Thr Thr Ser
290

Asp Leu Val
305

Pro Thr Glu

Tyr His Gln

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Aspergillus

<400> SEQUE:

atgaagtcct

cacaccaccg

agtggctaca

atcacctgca

gacgtcgtca

tccteccaca

aagaactggg

ctgatcgeca

ctettecgee

tacatggagt

gtcagcctge

tccttegaca

tcectettett

tcctettect

gtctecaccey

acggcegteg

getgecacca

getgettect

cagggctgga

tactactacc

<210> SEQ I
<211> LENGT.

Ile Pro Gly Leu Tyr

215

Leu Trp Thr Asp Ser
230

Pro Ile Gly Asp Asp

245

Ala Ala Thr Ser Ser

260

Thr Thr Ser Ala Ala

280

Thr Ser Thr Ile Thr

295

Ala Gln Tyr Gly Gln
310

Cys Glu Thr Pro Tyr

325

Cys Val Asn Ser Cys

340

D NO 143

H: 1170

DNA

NCE: 143

ctactttegyg

tcttegeegt

tceggtetec

acgtcaacgg

ccttegagtyg

agggcccegt

tcaagatcge

acagcggcaa

cggagatcat

gtgtccagtt

ceggegecta

gctatcccat

cctettette

cttectetge

cegecgeagt

cctccaccaa

cegecgeage

ctgectette

ceggtgecac

agtgcgttga

D NO 144
H: 389

tatgcteget

ctggatcaac

ccccagcaac

cgaccaggeg

gcaccacgac

catggtctac

c¢gaggacgga

gcacaacatc

cgcectecac

caaggtcacc

ctcegecact

cceceggtece

ctcttecage

ttccatcgag

ggctecctace

gaaggccact

cgtegecgag

cgecteegge

cacctgegtt

gtctgectag

Asn

Ala

Val

Thr

265

His

Ser

Cys

Thr

Asp

Glu

Trp

250

Ser

Ala

Leu

Gly

Cys
330

aculeatus

Thr

Lys

235

Ser

Gly

Gln

Glu

Gly

315

Val

ctggcagcag

ggcgaggacc

agcccegtea

geggcetaaga

agccgggacyg

atggccccga

tactccgacyg

accgteceeg

daggccgaga

tccgacggty

gaccceggta

tcegtetggy

tctteegeey

gecegtgacca

accaccaccg

gectgecgea

accacctcett

accgceggea

gatggctgga

Met Thr Leu
220

Val Gln Leu

Gly Ala Gly

Ala Thr Leu

270

Ala Gln Thr
285

Ser Ala Ser
300

Leu Asn Trp

Gln Gln Asn

cagccaagat
agggtctggg
aggacgtgac
ceccteteegt
cctecgacga
ccaccgeegyg
gcacctggge
acgtcecege
acgagggcegg
ccaacactct
tcctetteaa
atggcactag
cegetgeegt
ccaagggtge
ctgececcac
acaagaccaa
ccaccgetge
agtacgagcg

cctgcaagea

Phe Asn
Asp Phe
240

Ser Gly
255

Ala Ala

Thr Ile

Ser Thr

Ser Gly

320

Pro Tyr
335

ggtegatgee
caacagtgcc
ctcgaccgac
caagggcgge
catcatcgee
cagcagcgge
cgtegacace
cggcgactac
cgcecagtte
gecegacggt
catgtacgge
ctectggetet
tgttgccace
cgtegecgee
caccttegee
gtcetectee
cgccaccget
ctgecggtgge

gtggaaccct

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1170
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<212> TYPE:
<213> ORGANISM:

PRT

<400> SEQUENCE:

Met

1

Met

Asp

Ser

65

Asp

Asp

Pro

Asp

Ser

145

Leu

Gly

Gly

Ala

Tyr

225

Ser

Thr

Pro

Ser

305

Ala

Ala

Gly

Cys

Cys
385

Lys

Val

Gln

Asn

50

Asn

Val

Ile

Thr

Gly

130

Gly

Phe

Ala

Ala

Thr

210

Pro

Ser

Val

Thr

Thr

290

Thr

Ala

Ala

Lys

Val
370

Val

Ser

Asp

Gly

35

Ser

Gly

Val

Ile

Thr

115

Tyr

Lys

Arg

Gln

Asn

195

Asp

Ile

Ser

Ala

Lys

275

Thr

Lys

Thr

Thr

Tyr
355

Asp

Glu

Ser

Ala

20

Leu

Pro

Asp

Thr

Ala

100

Ala

Ser

His

Pro

Phe

180

Thr

Pro

Pro

Ser

Thr

260

Gly

Thr

Lys

Thr

Ala
340
Glu

Gly

Ser

Aspergillus

144

Thr

5

His

Gly

Val

Gln

Phe

85

Ser

Gly

Asp

Asn

Glu

165

Tyr

Leu

Gly

Gly

Ser

245

Ser

Ala

Thr

Ala

Ala

325

Ala

Arg

Trp

Ala

Phe

Thr

Asn

Lys

Ala

70

Glu

Ser

Ser

Gly

Ile

150

Ile

Met

Pro

Ile

Pro

230

Ser

Ser

Val

Ala

Thr

310

Ala

Ala

Cys

Thr

Gly

Thr

Ser

Asp

55

Ala

Trp

His

Ser

Thr

135

Thr

Ile

Glu

Asp

Leu

215

Ser

Ser

Ser

Ala

Ala

295

Ala

Ala

Ser

Gly

Cys
375

aculeatus

Met

Val

Ala

Val

Ala

His

Lys

Gly

120

Trp

Val

Ala

Cys

Gly

200

Phe

Val

Ser

Ser

Ala

280

Pro

Cys

Val

Ser

Gly
360

Lys

Leu

Phe

25

Ser

Thr

Lys

His

Gly

105

Lys

Ala

Pro

Leu

Val

185

Val

Asn

Trp

Ser

Ser

265

Val

Thr

Arg

Ala

Ala
345

Gln

Gln

Ala

10

Ala

Gly

Ser

Thr

Asp

90

Pro

Asn

Val

Asp

His

170

Gln

Ser

Met

Asp

Ser

250

Ser

Ser

Thr

Asn

Glu
330
Ser

Gly

Trp

Leu

Val

Tyr

Thr

Leu

75

Ser

Val

Trp

Asp

Val

155

Glu

Phe

Leu

Tyr

Gly

235

Ser

Ala

Thr

Phe

Lys

315

Thr

Ser

Trp

Asn

Ala

Trp

Ile

Asp

60

Ser

Arg

Met

Val

Thr

140

Pro

Ala

Lys

Pro

Gly

220

Thr

Ser

Ser

Ala

Ala

300

Thr

Thr

Ala

Thr

Pro
380

Ala

Ile

Arg

Ile

Val

Asp

Val

Lys

125

Leu

Ala

Glu

Val

Gly

205

Ser

Ser

Ala

Ile

Ala

285

Thr

Lys

Ser

Ser

Gly
365

Tyr

Ala

Asn

30

Ser

Thr

Lys

Ala

Tyr

110

Ile

Ile

Gly

Asn

Thr

190

Ala

Phe

Ser

Ala

Glu

270

Ala

Ala

Ser

Ser

Gly
350

Ala

Tyr

Ala

15

Gly

Pro

Cys

Gly

Ser

95

Met

Ala

Ala

Asp

Glu

175

Ser

Tyr

Asp

Gly

Ala

255

Ala

Val

Val

Ser

Thr
335
Thr

Thr

Tyr

Lys

Glu

Pro

Asn

Gly

80

Asp

Ala

Glu

Asn

Tyr

160

Gly

Asp

Ser

Ser

Ser

240

Ala

Val

Ala

Ala

Ser

320

Ala

Ala

Thr

Gln
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<210> SEQ ID NO 145
<211> LENGTH: 1221
<212> TYPE: DNA
<213> ORGANISM: Aspergillus aculeatus
<400> SEQUENCE: 145
atgcgtcagg ctcagtettt gtccctettg acagetcette tgtcectgecac gegtgtgget 60
ggacacggte acgtcactaa cgttgtcgtce aacggtgttt actacgaggg cttcgatatce 120
aacagcttee cctacgagtce cgatcccect aaggtggegyg cttggaccac tcctaacact 180
ggcaacggtt tcatttccee cagegactac ggtaccgatg acattatttg ccaccagaat 240
gccaccaacyg cccaggccca cattgttgtt geggetggtg acaagatcaa catccagtgg 300
accgegtgge ccgattccca ccacggtect gtecttgact acctegeteg ctgcegacggt 360
gagtgtgaga cggttgataa gaccactctt gagtttttca agatcgacgg cgtcggtetce 420
atcagtgaca ccgaagtgcce cggtacctgg ggagatgacce agctgatcge caacaacaac 480
agcetggttgg tcgagatcce cccgaccatt getectggea actatgttet tcegecacgag 540
cttatecgete tccacagege cggcactgaa gatggtgete agaactacce ccagtgttte 600
aacctccagg tcactggctce cggtactgac gagceccgetyg gtaccctegyg caccaagcete 660
tacactgagg atgaggctgg tatcgttgtg aacatctaca cctctetgte ttectatgee 720
gteecceggee ccacccagta cageggcegece gtetcetgtca gecaatccac tteggccatt 780
accteccaccg gaactgetgt tgtcggtage ggcagegetyg ttgecaccte tgccegecgeg 840
gctaccacca gegetgetge ttcettetgee getgetgeta ccaccgetge tgecgttace 900
agcgecaatg ccaacactca gattgecccag cecagcagea gcetcettetta ctceccagate 960

gcegtgcagg tgccectecte ctggaccacce cttgtgaceg tcactcectcece cgecgecgec 1020
geecaccacee ctgetgccegt ccoctgagect cagaccccect ctgccagetce tggagccacce 1080
actaccagca gcagcagcgg cgccgeccag tcetcetctacyg gecagtgegyg tggtatcaac 1140
tggaccggag ctacctcttg cgttgaggge gctacttget accagtacaa cccttactac 1200
taccagtgca tctctgcecta a 1221
<210> SEQ ID NO 146

<211> LENGTH: 406

<212> TYPE: PRT

<213> ORGANISM: Aspergillus aculeatus

<400> SEQUENCE: 146

Met Arg Gln Ala Gln Ser Leu Ser Leu Leu Thr Ala Leu Leu Ser Ala
1 5 10 15

Thr Arg Val Ala Gly His Gly His Val Thr Asn Val Val Val Asn Gly
20 25 30

Val Tyr Tyr Glu Gly Phe Asp Ile Asn Ser Phe Pro Tyr Glu Ser Asp
35 40 45

Pro Pro Lys Val Ala Ala Trp Thr Thr Pro Asn Thr Gly Asn Gly Phe
50 55 60

Ile Ser Pro Ser Asp Tyr Gly Thr Asp Asp Ile Ile Cys His Gln Asn
65 70 75 80

Ala Thr Asn Ala Gln Ala His Ile Val Val Ala Ala Gly Asp Lys Ile
85 90 95

Asn Ile Gln Trp Thr Ala Trp Pro Asp Ser His His Gly Pro Val Leu
100 105 110
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366

Asp Tyr Leu
115

Thr Leu Glu
130

Glu Val Pro
145

Ser Trp Leu

Leu Arg His

Ala Gln Asn

195

Thr Asp Glu
210

Glu Ala Gly
225

Val Pro Gly

Thr Ser Ala

Ala Val Ala

275

Ser Ala Ala
290

Asn Thr Gln
305

Ala Val Gln

Pro Ala Ala

Pro Ser Ala

355

Ala Gln Ser
370

Thr Ser Cys
385

Tyr Gln Cys

<210> SEQ I
<211> LENGT.
<212> TYPE:

Ala Arg Cys Asp Gly

120

Phe Phe Lys Ile Asp

135

Gly Thr Trp Gly Asp
150

Val Glu Ile Pro Pro

165

Glu Leu Ile Ala Leu

180

Tyr Pro Gln Cys Phe

200

Pro Ala Gly Thr Leu

215

Ile Val Val Asn Ile
230

Pro Thr Gln Tyr Ser

245

Ile Thr Ser Thr Gly

260

Thr Ser Ala Ala Ala

280

Ala Ala Thr Thr Ala

295

Ile Ala Gln Pro Ser
310

Val Pro Ser Ser Trp

325

Ala Ala Thr Thr Pro

340

Ser Ser Gly Ala Thr

360

Leu Tyr Gly Gln Cys

375

Val Glu Gly Ala Thr
390

Ile Ser Ala

405
D NO 147
H: 1284

DNA

Glu

Gly

Asp

Thr

His

185

Asn

Gly

Tyr

Gly

Thr

265

Ala

Ala

Ser

Thr

Ala

345

Thr

Gly

Cys

Cys

Val

Gln

Ile

170

Ser

Leu

Thr

Thr

Ala

250

Ala

Thr

Ala

Ser

Thr

330

Ala

Thr

Gly

Tyr

<213> ORGANISM: Aspergillus aculeatus

<400> SEQUENCE: 147

atgtctettt

gggtatgtet

tattactacg

ggctatgtat

ceceggegegt

tggcccaceyg

gcagatgtgg

ccaagattge

cgagcatcga

aatccgacce

cgcecteaga

tgtecggecce

accatcacgg

acaagaccac

cactcttetyg

ggtggacggt

gecegagtta

ctacgagagce

tgtcgegece

ccctgteate

cctegagtte

Glu

Gly

Leu

155

Ala

Ala

Gln

Lys

Ser

235

Val

Val

Thr

Val

Ser

315

Leu

Val

Ser

Ile

Gln
395

ctgggctcgg

accacctatg

atcgecetggt

gtgaacatca

ggaggctggg

acgtatatgg

ttcaagatcg

Thr Val Asp
125

Leu Ile Ser
140

Ile Ala Asn

Pro Gly Asn

Gly Thr Glu
190

Val Thr Gly
205

Leu Tyr Thr
220

Leu Ser Ser

Ser Val Ser

Val Gly Ser
270

Ser Ala Ala
285

Thr Ser Ala
300

Ser Tyr Ser

Val Thr Val

Pro Glu Pro
350

Ser Ser Ser
365

Asn Trp Thr
380

Tyr Asn Pro

tctegetggt
gagggtactt
ccacaaatge
tctgccacaa
tgcagatgac
ccaattgeca

atgctggcgg

Lys Thr

Asp Thr

Asn Asn
160

Tyr Val
175

Asp Gly

Ser Gly

Glu Asp

Tyr Ala
240

Gln Ser
255

Gly Ser

Ala Ser

Asn Ala

Gln Ile
320

Thr Pro
335

Gln Thr

Gly Ala

Gly Ala

Tyr Tyr
400

cgctggteat
ggtcgacact
cacggatgat
ggggtetgeg
ctggaacacc
cggttettge

cttgatcgat

60

120

180

240

300

360

420
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gacacggacyg tgcctggaac ttgggcgacce gatgagetca ttgaagatag ctatagtege 480
aacatcacta tccccagcga tattgecccee gggtactatg ttttgcgaca cgagatcatt 540
gctetgcaca gegecgagaa cctggacgga geccagaact acccccagtg catcaatctg 600
gaagtcaccyg gcagcgagac agcaaccccg agtggcacct tgggcactge tctgtacaag 660
gagaccgacce ccggcatcta tgttgacatc tggaacacgt tgagcacgta tactattccce 720
ggecccgege tgtacactge tggtagcact gegaccgcag cegetgetge cgataccacce 780
actacttctg ctggcaccac cgctgaggece accaccgetyg cegecgeegt gagtaccace 840
geggacgetyg ttecgaccga gtcttcaget ccecttecgaga ccagcegegac taccgcgaac 900
cctgetegge ccactgecgg cagcgacatce cgettcecage ceggtcaggt caaggetggt 960
gcttcagtca acaactcgge tactgagact tcectectggtg agtctgccac gacgaccaca 1020
acatcagtgg ccactgcggce ttcgagegcg gattcgtega cgacttctgg ggttttgagt 1080
ggcgectgca gcecaggaggg ctactggtac tgcaacgggg gcactgcgtt ccagegetgt 1140
gtcaacgggg aatgggatgc gtcccagagt gtggctgcgg gcacggtcectg caccgcceggt 1200
atctcggaga ccatcaccat ttcagccgce gccacgcegcece gggatgccat gegtcegtcat 1260
ctggcgegte ccaagcgtca ctga 1284

<210> SEQ I
<211> LENGT.
<212> TYPE:
<213> ORGAN

D NO 148
H: 427
PRT

ISM: Aspergillus

<400> SEQUENCE: 148

Met Ser Leu
1

Val Ala Gly
Tyr Gly Gly
35

Glu Leu Ile
50

Pro Ser Asp
65

Pro Gly Ala

Thr Trp Asn

Met Ala Asn
115

Glu Phe Phe
130

Pro Gly Thr
145

Asn Ile Thr

His Glu Ile

Asn Tyr Pro

195

Thr Pro Ser

Ser Lys Ile Ala Thr

5

His Gly Tyr Val Ser

20

Tyr Leu Val Asp Thr

40

Ala Trp Ser Thr Asn

55

Tyr Glu Ser Val Asn

70

Leu Ser Ala Pro Val

85

Thr Trp Pro Thr Asp

100

Cys His Gly Ser Cys

120

Lys Ile Asp Ala Gly

135

Trp Ala Thr Asp Glu
150

Ile Pro Ser Asp Ile

165

Ile Ala Leu His Ser

180

Gln Cys Ile Asn Leu

200

Gly Thr Leu Gly Thr

Leu

Ser

25

Tyr

Ala

Ile

Ala

His

105

Ala

Gly

Leu

Ala

Ala
185

Glu

Ala

aculeatus

Leu

10

Ile

Tyr

Thr

Ile

Pro

90

His

Asp

Leu

Ile

Pro

170

Glu

Val

Leu

Leu

Glu

Tyr

Asp

Cys

75

Gly

Gly

Val

Ile

Glu

155

Gly

Asn

Thr

Tyr

Gly Ser Val

Val Asp Gly
30

Glu Ser Asp
45

Asp Gly Tyr

His Lys Gly

Gly Trp Val

Pro Val Ile
110

Asp Lys Thr
125

Asp Asp Thr
140

Asp Ser Tyr

Tyr Tyr Val

Leu Asp Gly

190

Gly Ser Glu
205

Lys Glu Thr

Ser Leu
15

Thr Thr

Pro Pro

Val Ser

Ser Ala

80

Gln Met
95

Thr Tyr

Thr Leu

Asp Val

Ser Arg
160

Leu Arg
175
Ala Gln

Thr Ala

Asp Pro
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-continued
210 215 220
Gly Ile Tyr Val Asp Ile Trp Asn Thr Leu Ser Thr Tyr Thr Ile Pro
225 230 235 240
Gly Pro Ala Leu Tyr Thr Ala Gly Ser Thr Ala Thr Ala Ala Ala Ala
245 250 255
Ala Asp Thr Thr Thr Thr Ser Ala Gly Thr Thr Ala Glu Ala Thr Thr
260 265 270
Ala Ala Ala Ala Val Ser Thr Thr Ala Asp Ala Val Pro Thr Glu Ser
275 280 285
Ser Ala Pro Ser Glu Thr Ser Ala Thr Thr Ala Asn Pro Ala Arg Pro
290 295 300
Thr Ala Gly Ser Asp Ile Arg Phe Gln Pro Gly Gln Val Lys Ala Gly
305 310 315 320
Ala Ser Val Asn Asn Ser Ala Thr Glu Thr Ser Ser Gly Glu Ser Ala
325 330 335
Thr Thr Thr Thr Thr Ser Val Ala Thr Ala Ala Ser Ser Ala Asp Ser
340 345 350
Ser Thr Thr Ser Gly Val Leu Ser Gly Ala Cys Ser Gln Glu Gly Tyr
355 360 365
Trp Tyr Cys Asn Gly Gly Thr Ala Phe Gln Arg Cys Val Asn Gly Glu
370 375 380
Trp Asp Ala Ser Gln Ser Val Ala Ala Gly Thr Val Cys Thr Ala Gly
385 390 395 400
Ile Ser Glu Thr Ile Thr Ile Ser Ala Ala Ala Thr Arg Arg Asp Ala
405 410 415
Met Arg Arg His Leu Ala Arg Pro Lys Arg His
420 425
<210> SEQ ID NO 149
<211> LENGTH: 804
<212> TYPE: DNA
<213> ORGANISM: Aspergillus aculeatus
<400> SEQUENCE: 149
atgcttgtca aactcatctce ttttctttca getgctacca gegtagetge tcatggtcat 60
gtgtcaaaca ttgtgatcaa cggggtgtcce taccgeggat gggacatcaa ttcggaccct 120
tacaattcca acccteeggt ggtggttgea tggcaaacac ccaacacagce taatggette 180
atctcccctyg atgcatacga cacagatgat gttatttgec atctgagege tacgaatgece 240
agaggccacg cagtegtege tgctggegac aagatcagece tcecagtggac gacctggect 300
gacagtcacc atggccctgt catcagctac ctagccaact geggctcecag ctgcgagaca 360
gtecgataaga ccaccctcga gttcttcaag atcgatggtyg ttggettggt ggatgagage 420
aatccccectyg gtatetgggg agacgatgag ctcattgeca acaacaactce ttggetggta 480
gagattccag ctagtatcge gccaggatac tatgtgetge gtcacgagtt gatcgcetcetg 540
catggagcag ggagtgagaa tggagcccag aattacatge aatgtttcaa ccttcaggtt 600
actgggactg gcacggtcca gectteeggg gtectgggea cggagetgta caaacccaca 660
gacgctggaa ttcttgtcaa tatctaccag tcgctcetceca cctatgttgt tectggeceg 720
accctgatcee cccaggecgt ttccctegtt cagtcegaget ccaccattac cgecteggge 780
acggcagtga caaccacggc ttga 804

<210> SEQ I

D NO 150
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372

<211> LENGT.
<212> TYPE:
<213> ORGAN

H: 267
PRT

ISM: Aspergillus

<400> SEQUENCE: 150

Met Leu Val
1

Ala His Gly
Gly Trp Asp
35

Val Ala Trp
50

Ala Tyr Asp
65

Arg Gly His

Thr Thr Trp

Asn Cys Gly

115

Phe Lys Ile
130

Ile Trp Gly
145

Glu Ile Pro

Leu Ile Ala

Met Gln Cys

195

Ser Gly Val
210

Leu Val Asn
225

Thr Leu Ile

Thr Ala Ser

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Aspergillus

Lys Leu Ile Ser Phe

5

His Val Ser Asn Ile

20

Ile Asn Ser Asp Pro

40

Gln Thr Pro Asn Thr

55

Thr Asp Asp Val Ile

70

Ala Val Val Ala Ala

85

Pro Asp Ser His His

100

Ser Ser Cys Glu Thr

120

Asp Gly Val Gly Leu

135

Asp Asp Glu Leu Ile
150

Ala Ser Ile Ala Pro

165

Leu His Gly Ala Gly

180

Phe Asn Leu Gln Val

200

Leu Gly Thr Glu Leu

215

Ile Tyr Gln Ser Leu
230

Pro Gln Ala Val Ser

245

Gly Thr Ala Val Thr

260

D NO 151
H: 822
DNA

<400> SEQUENCE: 151

atgaagtatc

cactacatct

cgtaaaacca

ttgactcega

accgaagtygg

cacatgegte

cagagctacg

ttgcgatett

tcagcaagct

ccegggagac

acgaccagga

ccgaggtgga

accecgggace

agggtgacgg

cgcggcagea

gattctggac

atgctatttyg

tttceggtge

agcgggcetec

tgcgcaagte

ctcetggtte

Leu

Val

25

Tyr

Ala

Cys

Gly

Gly

105

Val

Val

Ala

Gly

Ser

185

Thr

Tyr

Ser

Leu

Thr
265

aculeatus

Ser

10

Ile

Asn

Asn

His

Asp

90

Pro

Asp

Asp

Asn

Tyr

170

Glu

Gly

Lys

Thr

Val

250

Thr

aculeatus

Ala

Asn

Ser

Gly

Leu

75

Lys

Val

Lys

Glu

Asn

155

Tyr

Asn

Thr

Pro

Tyr

235

Gln

Ala

gcagctggac

ggcgaagtet

ccgaccaagt

aatctegget

acgattggca

ttcatgtcta

aagatctggg

Ala Thr Ser
Gly Val Ser
30

Asn Pro Pro
45

Phe Ile Ser
60

Ser Ala Thr

Ile Ser Leu

Ile Ser Tyr
110

Thr Thr Leu
125

Ser Asn Pro
140

Asn Ser Trp

Val Leu Arg

Gly Ala Gln
190

Gly Thr Val
205

Thr Asp Ala
220

Val Val Pro

Ser Ser Ser

tggccegece
ctgaggactyg
tcaccgacac
cgttcagcaa
tgcagetttt
aggcceegte

agcgtacact

Val Ala
15

Tyr Arg

Val Val

Pro Asp

Asn Ala
80

Gln Trp
95

Leu Ala

Glu Phe

Pro Gly

Leu Val
160

His Glu
175

Asn Tyr

Gln Pro

Gly Ile

Gly Pro
240

Thr Ile
255

gacagcagcg
gcagtatatt
cttecgacaac
cgcegecaag
cgctggtage
cggcaacgta

ctgcgacaaa

60

120

180

240

300

360

420
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-continued
agtggcgatce tgactggaga tgcgtggtgt acatacggec agaccgagat cgagtttcaa 480
atccecgagg cgacccecgac gggcgaatac ctggtcecgag cggagcacat cggtcttcac 540
cgegeacaga gtaatcaage cgagttctac tacagctgeg cccaggtcaa ggtcacggge 600
aatggtaccg gggtgccgag ccagacatat cagatccctyg gcatgtacaa tgaccgetceg 660
gagetttteca acgggctgaa cttgtggtcece tactceggtgg agaacgtcga ggcagccatg 720
aagaattcta tcgtgggtga tgaaatttgg aatggaagtt ctgttcccte tgagtcccat 780
gtcccgaagt ataagaagag tcatgcttgt cgtgtttatt ga 822

<210> SEQ ID NO 152

<211> LENGTH: 273

<212> TYPE: PRT

<213> ORGANISM: Aspergillus aculeatus

<400> SEQUENCE: 152

Met Lys Tyr Leu Ala Ile Phe Ala Ala Ala Ala Ala Gly Leu Ala Arg
1 5 10 15

Pro Thr Ala Ala His Tyr Ile Phe Ser Lys Leu Ile Leu Asp Gly Glu
20 25 30

Val Ser Glu Asp Trp Gln Tyr Ile Arg Lys Thr Thr Arg Glu Thr Cys
35 40 45

Tyr Leu Pro Thr Lys Phe Thr Asp Thr Phe Asp Asn Leu Thr Pro Asn
50 55 60

Asp Gln Asp Phe Arg Cys Asn Leu Gly Ser Phe Ser Asn Ala Ala Lys
Thr Glu Val Ala Glu Val Glu Ala Gly Ser Thr Ile Gly Met Gln Leu
85 90 95

Phe Ala Gly Ser His Met Arg His Pro Gly Pro Ala Gln Val Phe Met
100 105 110

Ser Lys Ala Pro Ser Gly Asn Val Gln Ser Tyr Glu Gly Asp Gly Ser
115 120 125

Trp Phe Lys Ile Trp Glu Arg Thr Leu Cys Asp Lys Ser Gly Asp Leu
130 135 140

Thr Gly Asp Ala Trp Cys Thr Tyr Gly Gln Thr Glu Ile Glu Phe Gln
145 150 155 160

Ile Pro Glu Ala Thr Pro Thr Gly Glu Tyr Leu Val Arg Ala Glu His
165 170 175

Ile Gly Leu His Arg Ala Gln Ser Asn Gln Ala Glu Phe Tyr Tyr Ser
180 185 190

Cys Ala Gln Val Lys Val Thr Gly Asn Gly Thr Gly Val Pro Ser Gln
195 200 205

Thr Tyr Gln Ile Pro Gly Met Tyr Asn Asp Arg Ser Glu Leu Phe Asn
210 215 220

Gly Leu Asn Leu Trp Ser Tyr Ser Val Glu Asn Val Glu Ala Ala Met
225 230 235 240

Lys Asn Ser Ile Val Gly Asp Glu Ile Trp Asn Gly Ser Ser Val Pro
245 250 255

Ser Glu Ser His Val Pro Lys Tyr Lys Lys Ser His Ala Cys Arg Val
260 265 270

Tyr
<210> SEQ ID NO 153

<211> LENGTH: 969
<212> TYPE: DNA
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<213> ORGANISM: Aurantiporus alborubescens

<400> SEQUENCE: 153

atgcgaacca tcgccacgtt tgttacgett gtagectcag ttcetecctge ggtectegea 60
cacggaggtg tcctctecta ttesaacggg gggaattggt actggggatyg gaagecttac 120
aattcacctg acgggcagac caccatccaa cgeccegtggyg caacatacaa tccgatcact 180
gatgcgacgyg atcctaccat tgcttgcaac aacgacggga catctggagce tctgcagttg 240
actgcgacag tcgeggeggg atctgecate acggegtatt ggaaccaggt gtggecgcat 300
gataaagggc cgatgacgac atacctcgca caatgccccg gecagtacctg cacaggagtce 360
aacgcgaaga ctctgaaatg gttcaagatc gatcacgecg ggttgcttte tggtactgte 420
tacagtggct cgtgggcatc aggcaagatg attgcacaga actcgacctyg gacaactace 480
attccagcga cggtgecttce agggaactat ctgatacgtt tcegagactat tgccctgcac 540
tctttgccag cgcaatttta ccctgagtge geacaaatte aaatcacggyg cggaggttce 600
cgtgctccaa ccgcetgcaga gettgttage ttecctggeg cgtacagcaa caatgatcct 660
ggtgtcaaca ttgacatcta ctccaatgcce gcgcagagtg caaccacata cgtaatacca 720
ggacctcecat tgtacggcegg tgcttccgga tetggtecat cttecegegec tecatcaagt 780
accccaggta gttegtecac ttcccacggt cecacgteceg tcagcacgte cagcagtget 840
gcaccatcga cgacaggaac cgtgacgcag tacggtcagt geggtggeat tggttggget 900
ggagctaceyg gctgtatcte accattcaag tgcacggtca tcaacgatta ttactaccag 960
tgcctetga 969

<210> SEQ ID NO 154

<211> LENGTH: 322

<212> TYPE: PRT

<213> ORGANISM: Aurantiporus alborubescens

<400> SEQUENCE: 154

Met Arg Thr Ile Ala Thr Phe Val Thr Leu Val Ala Ser Val Leu Pro
1 5 10 15

Ala Val Leu Ala His Gly Gly Val Leu Ser Tyr Ser Asn Gly Gly Asn
20 25 30

Trp Tyr Trp Gly Trp Lys Pro Tyr Asn Ser Pro Asp Gly Gln Thr Thr
35 40 45

Ile Gln Arg Pro Trp Ala Thr Tyr Asn Pro Ile Thr Asp Ala Thr Asp
50 55 60

Pro Thr Ile Ala Cys Asn Asn Asp Gly Thr Ser Gly Ala Leu Gln Leu
65 70 75 80

Thr Ala Thr Val Ala Ala Gly Ser Ala Ile Thr Ala Tyr Trp Asn Gln
85 90 95

Val Trp Pro His Asp Lys Gly Pro Met Thr Thr Tyr Leu Ala Gln Cys
100 105 110

Pro Gly Ser Thr Cys Thr Gly Val Asn Ala Lys Thr Leu Lys Trp Phe
115 120 125

Lys Ile Asp His Ala Gly Leu Leu Ser Gly Thr Val Tyr Ser Gly Ser
130 135 140

Trp Ala Ser Gly Lys Met Ile Ala Gln Asn Ser Thr Trp Thr Thr Thr
145 150 155 160

Ile Pro Ala Thr Val Pro Ser Gly Asn Tyr Leu Ile Arg Phe Glu Thr
165 170 175
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378

Ile Ala Leu
Ile Gln Ile
195

Val Ser Phe
210

Asp Ile Tyr
225

Gly Pro Pro

Pro Pro Ser

Ser Val Ser

275

Thr Gln Tyr
290

Cys Ile Ser
305

Cys Leu
<210> SEQ I

<211> LENGT.
<212> TYPE:

His Ser Leu Pro Ala

180

Thr Gly Gly Gly Ser

200

Pro Gly Ala Tyr Ser

215

Ser Asn Ala Ala Gln
230

Leu Tyr Gly Gly Ala

245

Ser Thr Pro Gly Ser

260

Thr Ser Ser Ser Ala

280

Gly Gln Cys Gly Gly

295

Pro Phe Lys Cys Thr
310

D NO 155
H: 705
DNA

Gln

185

Arg

Asn

Ser

Ser

Ser

265

Ala

Ile

Val

Phe Tyr

Ala Pro

Asn Asp

Ala Thr

235

Gly Ser

250

Ser Thr

Pro Ser

Gly Trp

Ile Asn
315

<213> ORGANISM: Aurantiporus alborubescens

<400> SEQUENCE: 155

atgaaggcta
ttcectgatt
gcgaaccact
gagctggace
agcgtegget
tccaaagega
gtctatgaat
caatctttca
gaacacatcg
gctcaagtca
ggcgtttaca
ttcagtgget
<210> SEQ I

<211> LENGT.
<212> TYPE:

tcttggetat

ttattgtcaa

actcgaatgg

tgcaaaacac

ttaaagctaa

ccccagetge

cegeteeggt

cgttcacaat

ctctecacte

atgtcgtcaa

ctgggaacga

accaatcccce

D NO 156

H: 234
PRT

tttecteggee

cggaacaaca

tcctgtaace

ggcagcgagt

cagcgeectt

taattcaccc

cttegegaat

cccgaagtec

cgccagtage

cggcgggaac

gectggeate

gggacctget

cttgctecac

actgccgatt

aacgtgaacg

acccteaceyg

taccatcctyg

agtgctggaa

ggggcectaa

cttecccagty

tacggaggtg

ggaaacccag

ctcatcaaca

gtgtggcgtyg

<213> ORGANISM: Aurantiporus alborubescens

<400> SEQUENCE: 156

Met Lys Ala
1

Ile Leu Ala Ile Phe

5

Ala His Tyr Thr Phe Pro Asp Phe

20

Asp Trp Val Tyr Ile Arg Glu Thr

35

Val Thr Asn

40

Val Asn Asp Pro Glu

Ser

Ile

25

Ala

Phe

Ala Leu

10

Val Asn

Asn His

Arg Cys

Pro Glu Cys
190

Thr Ala Ala
205

Pro Gly Val
220

Thr Tyr Val

Gly Pro Ser

Ser His Gly

270

Thr Thr Gly
285

Ala Gly Ala
300

Asp Tyr Tyr

ttgcecgetge
gggtctacat
atccagaatt
ccacggtete
gttatctcega
cggaccaaag
getteectte
gccaatatcet
cacaattcta
gaccgttagt
tctacagett

gttga

Ala Pro Leu

Gly Thr Thr
30

Tyr Ser Asn
45

Tyr Glu Leu

Ala Gln

Glu Leu

Asn Ile

Ile Pro

240

Ser Ala
255

Pro Thr

Thr Val

Thr Gly

Tyr Gln
320

gcattatacc
ccgagagace
ccgatgetac
tgcaggctee
tgtgtatatg
ctggttcaag
ggagaacatc
catccgtgty
catcagctge
caagattcce

cccacegggt

Ala Ala
15
Thr Ala

Gly Pro

Asp Leu

60

120

180

240

300

360

420

480

540

600

660

705
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380

50

Gln Asn Thr

65

55

Ala Ala Ser Thr Leu

70

Ser Val Gly Phe Lys Ala Asn Ser

Asp Val Tyr

Gly Thr Asp
115

85

Met Ser Lys Ala Thr

100

Gln Ser Trp Phe Lys

120

Ala Asn Gly Ala Leu Ser Phe Pro

130

Phe Thr Ile

145

Glu His Ile

Tyr Ile Ser

Pro Gly Pro
195

135

Pro Lys Ser Leu Pro
150

Ala Leu His Ser Ala

165

Cys Ala Gln Val Asn

180

Leu Val Lys Ile Pro

200

Gly Ile Leu Ile Asn Ile Tyr Ser

210

Gln Ser Pro

225

215

Gly Pro Ala Val Trp
230

<210> SEQ ID NO 157
<211> LENGTH: 702

<212> TYPE:

DNA

<213> ORGANISM: Trichophaea sacc

<400> SEQUENCE: 157

atgacgccce

gtgcacgege

gaatacatce

gtcaacctee

ggtagcaccyg

tacatggcga

atctgggaga

acccaatgga

gagcacatag

gegcagatac

ggcggataca

agttacacta

tgaaactcecg

actatcgett

gccaatgggt

getgcaacgt

teggettegt

aagcgeccga

agggtccaac

ccttcaccat

cgctecacge

aagtaacgaa

gegecacaga

ttcectggtec

<210> SEQ ID NO 158
<211> LENGTH: 233

<212> TYPE:

PRT

ccececttete

ctacgaactg

gcccatctac

caacgccact

agcagacaca

agacatcacg

gagtataacc

cecttecgeyg

cgccageace

cggeggcaac

ccceggtate

accggtttygg

Thr

Ala

Pro

105

Val

Ser

Ser

Ser

Val

185

Gly

Phe

Arg

ata

Ala

Leu

90

Ala

Tyr

Glu

Gly

Ser

170

Val

Val

Pro

Gly

Thr

75

Tyr

Ala

Glu

Asn

Gln

155

Tyr

Asn

Tyr

Pro

cteetggtge

atcgccaacyg

agcaactcte

cecegecgeayg

acagtaacgc

gaatgggatg

agtagcggga

acaccaaacg

gtggggggty

gggagtcccg

ctgatcaata

accggtaagt

<213> ORGANISM: Trichophaea saccata

<400> SEQUENCE: 158

60

Val Ser Ala

Gly Ser
80

His Pro Gly Tyr Leu

Asn Ser Pro
110

Ser Ala Pro

125

Ile Gln Ser

140

Tyr Leu Ile

Gly Gly Ala

95

Ser Ala

Val Phe

Phe Thr

Arg Val

160

Gln Phe
175

Gly Gly Asn Gly Asn

190

Thr Gly Asn Glu Pro

205

Gly Phe Ser

220

tttccacgac

gggccaccca

ccgtaaccga

aggtgatcac

accceggtyge

gcaacgggga

taacctggga

gtcaatacct

ctcaattcta

ggcccaccat

tctattatce

Gly Tyr

cctecagecte
cgcttectte
cgtcaccage
cgttgetgee
gttcaccgeg
ctggttcaag
cgtcacggat
actccgette
catgtegtge
caagttceceg

catccccact

Met Thr Pro Leu Lys Leu Arg Pro Leu Leu Leu Leu Val Leu Ser Thr

1

5

10

15

Thr Leu Ser Leu Val His Ala His Tyr Arg Phe Tyr Glu Leu Ile Ala

60

120

180

240

300

360

420

480

540

600

660

702
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-continued

382

Asn Gly Ala
35

Ile Tyr Ser
50

Cys Asn Val
65

Gly Ser Thr

Ala Phe Thr

Asp Gly Asn

115

Ile Thr Ser
130

Phe Thr Ile
145

Glu His Ile

Tyr Met Ser

Pro Gly Pro

195

Gly Ile Leu
210

Pro Gly Pro
225

<210> SEQ I
<211> LENGT.
<212> TYPE:

20

Thr His Ala Ser Phe

40

Asn Ser Pro Val Thr

55

Asn Ala Thr Pro Ala

70

Val Gly Phe Val Ala

Ala Tyr Met Ala Lys

100

Gly Asp Trp Phe Lys

120

Ser Gly Ile Thr Trp

135

Pro Ser Ala Thr Pro
150

Ala Leu His Ala Ala

165

Cys Ala Gln Ile Gln

180

Thr Ile Lys Phe Pro

200

Ile Asn Ile Tyr Tyr

215

Pro Val Trp Thr Gly
230

D NO 159
H: 714
DNA

<213> ORGANISM: Trichophaea sacc

<400> SEQUENCE: 159

atgaaatgcc

caagaaatcg

tacgacggtce

ccattggtee

caatgggege

ttgggtectyg

agcggcetgge

accaagctca

ggggactact

gcacagtttt

accacgtata

tacaatggat

<210> SEQ I

<211> LENGT.
<212> TYPE:

ttctcteect

gcataaacgg

ccattacgga

aaatctcgaa

aaacgttgac

tgatggtcta

tcaaaatcta

tcaacaacaa

tgctgegegg

acatggagtg

acattcecggyg

tcacgagtta

D NO 160

H: 237
PRT

ccttetegee

ggtgatgcaa

cgtaacgage

cgacgteget

gacagatttce

catggccaaa

cgaagacggc

gggaaaagtg

tgaaatcatt

tgcgcagttyg

gatctatteg

taccattcct

25

Glu

Asp

Ala

Asp

Ala

105

Ile

Asp

Asn

Ser

Val

185

Gly

Pro

Lys

ata

Tyr

Val

Glu

Thr

90

Pro

Trp

Val

Gly

Thr

170

Thr

Gly

Ile

Ile

Thr

Val

75

Thr

Glu

Glu

Thr

Gln

155

Val

Asn

Tyr

Pro

dcgacagcegy

getegetacy

acctacatgg

ttcgtaaaag

aacacggggc

gtaccctecy

tacgacccga

accgtcacca

gecttgcacy

cggcttacca

cccactgate

ggcccaagge

<213> ORGANISM: Trichophaea saccata

30

Arg Gln Trp
45

Ser Val Asn
60

Ile Thr Val

Val Thr His

Asp Ile Thr

110

Lys Gly Pro
125

Asp Thr Gln
140

Tyr Leu Leu

Gly Gly Ala

Gly Gly Asn

190

Ser Ala Thr
205

Thr Ser Tyr
220

tctecgetea
actacatgeg
cgtgcaacgyg
cecggegacag
tgatcatcga
ccaccggtec
caacaaagac
tcccategty
cggctagtac
gtggeggcac
cgggtgttac

cgtttacatg

Val Pro

Leu Arg

Ala Ala
80

Pro Gly
95

Glu Trp

Thr Ser

Trp Thr

Arg Phe
160

Gln Phe
175

Gly Ser

Asp Pro

Thr Ile

cacgatctte
getgeegtece
tggtcccaat
catcacgcetyg
tccatecgeac
gatccccaac
atgggcggta
tctaccggea
ctatccagge
taagatgcct
gttcaatctt

ctag

60

120

180

240

300

360

420

480

540

600

660

714
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384

<400> SEQUENCE: 160

Met Lys Cys
1

His Thr Ile
Tyr Asp Tyr
35

Thr Ser Thr
50

Ile Ser Asn
65

Gln Trp Ala

Asp Pro Ser

Ser Ala Thr

115

Asp Gly Tyr
130

Asn Asn Lys
145

Gly Asp Tyr

Thr Tyr Pro

Thr Ser Gly

195

Tyr Ser Pro
210

Thr Ser Tyr
225

<210> SEQ I
<211> LENGT.
<212> TYPE:

<213> ORGANISM: Penicillium

Leu Leu Ser Leu Leu

Phe Gln Glu Ile Gly

20

Met Arg Leu Pro Ser

40

Tyr Met Ala Cys Asn

55

Asp Val Ala Phe Val

70

Gln Thr Leu Thr Thr

85

His Leu Gly Pro Val

100

Gly Pro Ile Pro Asn

120

Asp Pro Thr Thr Lys

135

Gly Lys Val Thr Val
150

Leu Leu Arg Gly Glu

165

Gly Ala Gln Phe Tyr

180

Gly Thr Lys Met Pro

200

Thr Asp Pro Gly Val

215

Thr Ile Pro Gly Pro
230

D NO 161
H: 1455
DNA

<400> SEQUENCE: 161

atgtctetgt

ggttacgtga

tacccttatg

ggttacatcyg

cctggtgett

tggcctacca

gacgacgttyg

gataccaccyg

actgtcaccyg

geectecact

aaggtcactg

aacaccgacc

ctaagattte

geggaategt

agagtgacgc

atggctctga

tggaagcacc

gccaccacgg

acaagactac

agcceggtac

tcceccagega

ccgecgggga

geggeggtag

ccggtatect

tggattgatc

cgttgacgat

cccagagete

gtatgccaac

cgttaagget

tcetgteatt

tttgcagtte

ctgggcaact

cattgccgat

gaccaacggt

cgctactect

gatcaacatc

Leu

Ile

25

Tyr

Gly

Lys

Asp

Met

105

Ser

Thr

Thr

Ile

Met

185

Thr

Thr

Arg

thomii

Ala

10

Asn

Asp

Gly

Ala

Phe

90

Val

Gly

Trp

Ile

Ile

170

Glu

Thr

Phe

Pro

Ala

Gly

Gly

Pro

Gly

75

Asn

Tyr

Trp

Ala

Pro

155

Ala

Cys

Tyr

Asn

Phe
235

ctcggatcetyg

acctactatg

attgcctggt

tccaacatca

ggtggCtCCg

acctacatgg

ttcaagattg

gacaacctca

ggaaactacyg

gcccagaact

tctggtacce

tacacttcce

Thr Ala Val
Val Met Gln
30

Pro Ile Thr
45

Asn Pro Leu
60

Asp Ser Ile

Thr Gly Leu

Met Ala Lys
110

Phe Lys Ile
125

Val Thr Lys
140

Ser Cys Leu

Leu His Ala

Ala Gln Leu
190

Asn Ile Pro
205

Leu Tyr Asn
220

Thr Cys

ctgecttggt
gtggatacct
cggagcaaga
tctgtcacaa
tcgageteca
ccaactgtaa
accagggtgg
tcgccaacaa
tccteegtea
acccccaatyg
tgggtaccge

tcagcaccta

Ser Ala
15

Ala Arg

Asp Val

Val Gln

Thr Leu
80

Ile Ile
95

Val Pro

Tyr Glu

Leu Ile

Pro Ala
160

Ala Ser
175

Arg Leu

Gly Ile

Gly Phe

ggctggccac
tgtcacccag

gaccgatcetg

ggaggccaaa

gtggaccact
cggegactgt
tttgatcage
caatagcegt
cgagatcatt
tatcaacttyg
cctgtacaag

cgatatccce

60

120

180

240

300

360

420

480

540

600

660

720
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386

-continued
ggcccaaccee tgtacactge cggegecgece getgctaceg ctgcctecac ggetgectet 780
tccaccgeeg ctgccgttac tactgecgac gecgtcacta cegecgetge cgtcaccage 840
agctctgcat ccgtggaagt tgtgcccaca actactccca gctcatcaat cgtcagtgece 900
ttcccaacct ggageccecte ttctacccca cecttceteca actcttcecaa cggatggegt 960
ccgtcattca geccgeggace tggtggccce cgcttcacat ctgctecctge tectcagtte 1020
tcegetecta geggegctceca gcagaagcag tctgccactg ctacccccat cgtggctace 1080
cctgtegtga tcaccatgac cgagaccagce acctcecctggg tcaccgaaat ggttactcett 1140
actgacaagt ctgttgtgca gaccaccagc gctgtcccag tcgtecgtcecge cgccaccact 1200
acccttaccg agggaagcga gcectgctcag acagcctcecce ccagegttgt ctecggetcece 1260
tctagecteeg getctagete ctcatctace accaccacct caaagacctce aactggatcce 1320
gactacgtct ccagcgactg gatgtcttac ctcagcectcecet tgagcecgectgce tgaggtectce 1380
cagatgctgce gccagacctt ccgttggatg gtcagcaacg acaaggtgca cgctcgtgat 1440
attaccatca actag 1455

<210> SEQ I
<211> LENGT.
<212> TYPE:

D NO 162
H: 484
PRT

<213> ORGANISM: Penicillium thom

<400> SEQUENCE: 162

Met Ser Leu
1

Val Ala Gly
Tyr Gly Gly
35

Glu Leu Ile
50

Gly Ser Glu

Pro Gly Ala

Gln Trp Thr

Met Ala Asn
115

Gln Phe Phe
130

Pro Gly Thr
145

Thr Val Thr

His Glu Ile

Asn Tyr Pro

195

Thr Pro Ser
210

Gly Ile Leu
225

Ser Lys Ile Ser Gly

5

His Gly Tyr Val Ser

20

Tyr Leu Val Thr Gln

40

Ala Trp Ser Glu Gln

55

Tyr Ala Asn Ser Asn

70

Leu Glu Ala Pro Val

85

Thr Trp Pro Thr Ser

100

Cys Asn Gly Asp Cys

120

Lys Ile Asp Gln Gly

135

Trp Ala Thr Asp Asn
150

Val Pro Ser Asp Ile

165

Ile Ala Leu His Ser

180

Gln Cys Ile Asn Leu

200

Gly Thr Leu Gly Thr

215

Ile Asn Ile Tyr Thr
230

ii

Leu

Gly

25

Tyr

Glu

Ile

Lys

His

105

Asp

Gly

Leu

Ala

Ala
185
Lys

Ala

Ser

Ile

Ile

Pro

Thr

Ile

Ala

90

His

Asp

Leu

Ile

Asp

170

Gly

Val

Leu

Leu

Leu

Val

Tyr

Asp

Cys

75

Gly

Gly

Val

Ile

Ala

155

Gly

Glu

Thr

Tyr

Ser
235

Gly Ser Ala

Val Asp Asp
30

Glu Ser Asp
45

Leu Gly Tyr
60

His Lys Glu

Gly Ser Val

Pro Val Ile
110

Asp Lys Thr
125

Ser Asp Thr
140

Asn Asn Asn

Asn Tyr Val
Thr Asn Gly
190

Gly Gly Gly
205

Lys Asn Thr
220

Thr Tyr Asp

Ala Leu

Thr Tyr

Ala Pro

Ile Asp

Ala Lys

80

Glu Leu
95

Thr Tyr

Thr Leu

Thr Glu

Ser Arg

160

Leu Arg

175

Ala Gln

Ser Ala

Asp Pro

Ile Pro
240
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388

Gly Pro Thr

Thr Ala Ala

Thr Thr Ala

275

Pro Thr Thr
290

Ser Pro Ser
305

Pro Ser Phe

Ala Pro Gln

Thr Ala Thr

355

Thr Ser Thr
370

Val Val Gln
385

Thr Leu Thr

Val Ser Gly

Thr Ser Lys

435

Ser Tyr Leu
450

Gln Thr Phe
465

Ile Thr Ile
<210> SEQ I

<211> LENGT.
<212> TYPE:

Leu Tyr Thr Ala Gly

245

Ser Ser Thr Ala Ala

260

Ala Ala Val Thr Ser

280

Thr Pro Ser Ser Ser

295

Ser Thr Pro Pro Phe
310

Ser Arg Gly Pro Gly

325

Phe Ser Ala Pro Ser

340

Pro Ile Val Ala Thr

360

Ser Trp Val Thr Glu

375

Thr Thr Ser Ala Val
390

Glu Gly Ser Glu Pro

405

Ser Ser Ser Ser Gly

420

Thr Ser Thr Gly Ser

440

Ser Ser Leu Ser Ala

455

Arg Trp Met Val Ser
470

Asn

D NO 163
H: 1021
DNA

Ala

Ala

265

Ser

Ile

Ser

Gly

Gly

345

Pro

Met

Pro

Ala

Ser

425

Asp

Ala

Asn

Ala

250

Val

Ser

Val

Asn

Pro

330

Ala

Val

Val

Val

Gln

410

Ser

Tyr

Glu

Asp

<213> ORGANISM: Talaromyces stipitatus

<400> SEQUENCE: 163

atgcctteca

ggccatgget

actatagagc

ccagtatcct

cttgggattt

caaacccggt

aacatggccc

ttgtactacc

cgacgacage

ctggactgta

catcgetett

cttgcaaatc

ctaaagttge

ttgtgcaaaa

tagataaata

taccagtcca

gtcgatggat

cagctttetg

gagagccatce

gtggataaga

aatccteeeg

actattcceg

cactcegeca

actggcageg

tgctctatet

tattgtcatt

cttatactaa

acccaccagc

ctggatacac

ctceggttge

acggcectgt

cgaagctega

gtacatgggce

agagcatcge

acaacgcaac

ggacggccaa

Ala

Thr

Ala

Ser

Ser

315

Arg

Gln

Val

Thr

Val

395

Thr

Ser

Val

Val

Lys
475

geegtectgyg

gacggtaaat

ataattcage

tgttattggy

caacccggat

cgcaggaggc

catcagctat

atttgtcaaa

cgcecgaccag

gectggaaac

cggagcetcaa

cccatetggt

Ala Thr Ala
Thr Ala Asp
270

Ser Val Glu
285

Ala Phe Pro
300

Ser Asn Gly

Phe Thr Ser

Gln Lys Gln

350

Ile Thr Met
365

Leu Thr Asp
380

Val Ala Ala

Ala Ser Pro

Ser Ser Thr
430

Ser Ser Asp
445

Leu Gln Met
460

Val His Ala

ctttggecte
cgtaagtgac
tacactggcet
tggtcaacca
atcatctgee
aaggttgage
ctcgecaatt
atcgatcage
ctcategeeg
tacgtectte
aactacccte

accectggeyg

Ala Ser
255

Ala Val

Val Val

Thr Trp

Trp Arg

320

Ala Pro
335

Ser Ala

Thr Glu

Lys Ser

Thr Thr
400

Ser Val
415

Thr Thr

Trp Met

Leu Arg

Arg Asp
480

cacggttget
ttgettttgt
acctcgtgaa
ctgcaaccga
acaaaaacgc
tcgaatggac
gcaatggcga
ggggtctgat
ccaacaacag
gccacgaaat
aatgcatcaa

agaaactcta

60

120

180

240

300

360

420

480

540

600

660

720
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390

taccccaact

tceceggtecy

tgctactggyg

gectaceggt

agtggtgact

g

gacccaggta
actttgtgga
gttgcttetyg
gctectteag

gttactgatg

<210> SEQ ID NO 164
<211> LENGTH: 320
<212> TYPE:

<213> ORGANISM:

PRT

<400> SEQUENCE: 164

Met

1

Ser

Lys

Pro

65

Ala

Glu

Ser

Lys

Asn

145

Ser

Leu

Ala

Thr

Asp

225

Ile

Thr

Thr

Pro

Thr

Ser

Pro

50

Asp

Lys

Leu

Tyr

Leu

130

Pro

Trp

Arg

Gln

Ala

210

Pro

Pro

Ala

Thr

Thr
290

Thr

Ser

Val

Tyr

35

Ala

Gly

Pro

Glu

Leu

115

Glu

Pro

Thr

His

Asn

195

Asn

Gly

Gly

Ala

Leu
275

Pro

Asp

Talaromyces

tcttggtcaa
gtggtgctge
ccaccgctac
tggtgactcc

tegttactgt

Thr Lys Val Ala Ala

5

Ala Gly His Gly Phe

Thr Gly Tyr Leu Val

40

Val Ile Gly Trp Ser

55

Ser Gly Tyr Thr Asn

70

Gly Gln Leu Ser Ala

85

Trp Thr Thr Trp Pro

100

Ala Asn Cys Asn Gly

120

Phe Val Lys Ile Asp

135

Gly Thr Trp Ala Ala
150

Val Thr Ile Pro Glu

165

Glu Ile Ile Ala Leu

180

Tyr Pro Gln Cys Ile

200

Pro Ser Gly Thr Pro

215

Ile Leu Val Asn Ile
230

Pro Thr Leu Trp Ser

245

Gly Ser Ala Thr Gly

260

Val Thr Ala Val Ser

280

Glu Ala Pro Ser Val

295

Val Val Thr Val Thr
310

catctaccag

agcgcacgtt

tccgaccact

tgaggctect

gactaccgte

Leu

Val

Asn

Thr

Pro

Pro

Glu

105

Asp

Gln

Asp

Ser

His

185

Asn

Gly

Tyr

Gly

Val
265
Ser

Thr

Thr

stipitatus

Ser

10

Gln

Gln

Thr

Asp

Val

Ser

Cys

Arg

Gln

Ile

170

Ser

Leu

Glu

Gln

Ala

250

Ala

Pro

Ser

Val

Ala

Asn

Tyr

Ala

Ile

75

Ala

His

Thr

Gly

Leu

155

Ala

Ala

Gln

Lys

Ser

235

Ala

Ser

Thr

Phe

Ile
315

tcattgtegt cttatgttat
gttgccactyg cagcceggtte
cttgtgactyg ccgtttcate
tcagtaacct cgttegecce

atcactacta ctatctctta

Val Leu Ala Leu Ala
15

Ile Val Ile Asp Gly
Pro Tyr Gln Ser Asn
45

Thr Asp Leu Gly Phe
60

Ile Cys His Lys Asn
80

Ala Gly Gly Lys Val
95

His Gly Pro Val Ile
110

Thr Val Asp Lys Thr
125

Leu Ile Asp Asp Ser
140

Ile Ala Ala Asn Asn
160

Pro Gly Asn Tyr Val
175

Asn Asn Ala Thr Gly
190

Ile Thr Gly Ser Gly
205

Leu Tyr Thr Pro Thr
220

Leu Ser Ser Tyr Val
240

Ala His Val Val Ala
255

Ala Thr Ala Thr Pro
270

Gly Ala Pro Ser Val
285

Ala Pro Val Val Thr
300

Thr Thr Thr Ile Ser
320

780

840

900

960

1020

1021
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391

392

-continued

<210>
<211>
<212>
<213>

SEQ ID NO 165

LENGTH: 40

TYPE: DNA

ORGANISM: Talaromyces stipitatus
<400>

SEQUENCE: 165

cacaactggyg gatccaccat gecttecact aaagttgetg

<210>
<211>
<212>
<213>

SEQ ID NO 166

LENGTH: 42

TYPE: DNA

ORGANISM: Thermoascus aurantiacus
<400>

SEQUENCE: 166

agatctcgag aagcttatge aacttacaaa tgaatagatg ct

40

42

What is claimed is:

1. A method for degrading or converting a cellulosic mate-
rial, comprising: treating the cellulosic material with an
enzyme composition comprising a glycoside hydrolase fam-
ily 61 (GH61) polypeptide having cellulolytic enhancing
activity and a heterocyclic compound, wherein the combina-
tion of the GH61 polypeptide having cellulolytic enhancing
activity and the heterocyclic compound enhances hydrolysis
of the cellulosic material by the enzyme composition com-
pared to the GH61 polypeptide having cellulolytic enhancing
activity alone or the heterocyclic compound alone with a ratio
greater than 1 according to the following formula:

GH61 effect=%
CONVEISION y GEI6 1 +heterocyelic compound)/
N .
%0 CONVEISION ,, GEI61 theterocyelic compound)

wherein the heterocyclic compound is a compound of for-
mula (I) or (I1):

@

or

an

wherein each bond indicated with a dashed line is single or
double;

R', R%, R?, R*, and R® are independently hydrogen, halo-
gen,=—0, —OH, —OR8, —CN, —NO,, —N(R®)(R'),
—C(O)R*°, —C(O)OR®, —C(O)NHR%, —OC(O)R™,
—NHC(O)R'?, —OC(0)OR'’, —NHC(O)OR™,
—OC(O)NHR'"®, —NHC(O)NHR'®, —SO,R"7,
—SO,N(R*®*)(R'?), —SR?!, or an optionally substi-
tuted moiety selected from alkyl, alkenyl, alkynyl,
cycloalkyl, cycloalkyl-alkyl, heterocycloalkyl, hetero-
cycloalkyl-alkyl, aryl, aralkyl, heteroaryl, and het-
eroaralkyl;

R6, R7, RS, R9, RlO, Rll, R12, R13, RM, RlS, R16, RlS, ng,
R*°, and R?! are independently hydrogen, or an option-
ally substituted moiety selected from alkyl, alkenyl,

20

25
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alkynyl, cycloalkyl, cycloalkyl-alkyl, heterocycloalkyl,
heterocycloalkyl-alkyl, aryl, aralkyl, heteroaryl, and
heteroaralkyl; and

R'7is an optionally substituted moiety selected from alkyl,

alkenyl, alkynyl, cycloalkyl, cycloalkyl-alkyl, heterocy-
cloalkyl, heterocycloalkyl-alkyl, aryl, aralkyl, het-
eroaryl, and heteroaralkyl; and

wherein each pair of R and R?, R* and R?, R? and R*, and

R* and R® may combine to form an optionally substi-
tuted fused ring;

or a salt or solvate thereof.

2. The method of claim 1, wherein the enzyme composition
further comprises one or more enzymes selected from the
group consisting of a cellulase, a hemicellulase, an esterase,
an expansin, a laccase, a ligninolytic enzyme, a pectinase, a
peroxidase, a protease, and a swollenin.

3. The method of claim 1, wherein the heterocyclic com-
pound is selected from the group consisting of: (I-1): (1,2-
dihydroxyethyl)-3,4-dihydroxyfuran-2(5H)-one; (I-2): 4-hy-
droxy-5-methyl-3-furanone;  (I-3): 5-hydroxy-2(5H)-
furanone; (I-4): [1,2-dihydroxyethyl|furan-2,3,4(5H)-trione;
(I-5): a-hydroxy-y-butyrolactone; (I-6): ribonic y-lactone;
(I-7): glucuronic acid y-lactone; (I-8): dihydrobenzofuran;
(1-9):  5-(hydroxymethyl)furfural; (I-10): furoin; (I-11):
2(5H)-furanone; (II-1): gluconic acid d-lactone; (11-2): 4-hy-
droxycoumarin; (II-3): 5,6-dihydro-2H-pyran-2-one; (11-4):
5,6-dihydro-4-hydroxy-6-methyl-2H-pyran-2-one; ~ (I1I-5):
1,5-anhydro-2-deoxy-arabino-hex-1-enitol; and  (I1-6):
3-deoxy-erythro-hexosulose; 3-hydroxy-5-methylisoxazole;
or a salt or solvate thereof.

4. The method of claim 1, wherein the cellulosic material is
pretreated.

5. The method of claim 1, further comprising recovering
the degraded or converted cellulosic material.

6. The method of claim 2, wherein the cellulase is one or
more enzymes selected from the group consisting of an endo-
glucanase, a cellobiohydrolase, and a beta-glucosidase.

7. The method of claim 2, wherein the hemicellulase is one
or more enzymes selected from the group consisting of a
xylanase, an acetyxylan esterase, a feruloyl esterase, an ara-
binofuranosidase, a xylosidase, and a glucuronidase.

8. The method of claim 1, wherein the degraded or con-
verted cellulosic material is a sugar.

9. The method of claim 8, wherein the sugar is selected
from the group consisting of glucose, xylose, mannose, galac-
tose, and arabinose.

10. The method of claim 1, wherein the heterocyclic com-
pound is a compound of formula (I-A), (I-B), or (I-C):
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wherein R', R?, R?, and R* are as defined in the preceding
claims; or a salt or solvate thereof.

11. The method of claim 1, wherein the heterocyclic com-

pound is a compound of formula (I-D), (I-E), (I-F), or (I-G):
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wherein R', R?, R?, and R* are as defined in the preceding
claims; or a salt or solvate thereof.
12. The method of claim 1, wherein the heterocyclic com-
pound is a compound of formula (I-A), (I-B), or (I-C):
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-continued
(II-B)
R! o} R®
R? R*
R? or
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R! e} R®
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wherein R, R?, R?, R*, and R® are as defined in the pre-
ceding claims; or a salt or solvate thereof.

13. The method of claim 1, wherein an effective amount of
the heterocyclic compound to cellulosic material as a molar
ratio to glucosyl units of cellulose is about 107° to about 10.

14. The method of claim 1, wherein an effective amount of
the heterocyclic compound to cellulose is about 107 to about
10 g per g of cellulose.

15. The method of claim 1, wherein an effective amount of
the heterocyclic compound to cellulosic material as a molar
ratio to glucosyl units of cellulose is about 1076 to about 1.

16. The method of claim 1, wherein an effective amount of
the heterocyclic compound to cellulosic material as a molar
ratio to glucosyl units of cellulose is about 10~ to about 1.

17. The method of claim 1, wherein an effective amount of
the heterocyclic compound to cellulosic material as a molar
ratio to glucosyl units of cellulose is about 107> to about 107!,

18. The method of claim 1, wherein an effective amount of
the heterocyclic compound to cellulosic material as a molar
ratio to glucosyl units of cellulose is about 10~ to about 107*.

19. The method of claim 1, wherein an effective amount of
the heterocyclic compound to cellulosic material as a molar
ratio to glucosyl units of cellulose is about 107> to about 1072

20. The method of claim 1, wherein an effective amount of
the heterocyclic compound to cellulose is about 107° to about
1 g per g of cellulose.

21. The method of claim 1, wherein an effective amount of
the heterocyclic compound to cellulose is about 107> to about
1 g per g of cellulose.

22. The method of claim 1, wherein an effective amount of
the heterocyclic compound to cellulose is about 10~ to about
107! g per g of cellulose.

23. The method of claim 1, wherein an effective amount of
the heterocyclic compound to cellulose is about 10~* to about
107! g per g of cellulose.

24. The method of claim 1, wherein an effective amount of
the heterocyclic compound to cellulose is about 10~ to about
1072 g per g of cellulose.
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